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ABSTRACT 
 
 
 
SEQUENCING AND ANALYSIS OF GENES EXPRESSED IN THE CAMBIAL 
TISSUE OF QUERCUS RUBRA USING A NORMALIZED, LARGE-INSERT cDNA 
LIBRARY. 
Jesse Joseph Walsh, M.S. 
Western Carolina University (August 2008) 
Director: Dr. Wesley Bonds 
 
 The logistical issues associated with completely sequencing a very large genome 
greatly limit the number organisms that can have such a project devoted to them.  One of 
the methods developed to circumvent this impasse is the sequencing of expressed 
sequence tags (ESTs), that is, partial cDNAs.  The technique is often used as an 
introduction to completely unsequenced genomes as well as a more detailed analysis of 
previously characterized genomes.  In the case of poorly characterized genomes, EST 
sequencing provides a quick, efficient profile of the nucleotide sequences of messeng r 
RNA.  Furthermore, many plant ESTs have been quickly annotated via regions of 
sequence similarity comparisons with genes of model organisms such as the mustard, 
Arabidopsis thaliana Heynh, and the hardwood, Populus trichocarpa Torr. & A.Gray. 
This project focused on rapidly dividing cambial tissue from a Quercus rubra L. 
individual with a partially characterized ancestry.  That individual was recovered from 
one of the few oak nurseries in the world, namely the Watauga Genetic Research Orchard 
near Elizabethton, TN. The cambial transcriptome provided 984 cDNA clones resulting 
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in 870 unique sequences. After appropriate filtering the unique sequences were submitted 
for homology comparison against the gene databases of Arabidopsis, Populus, as well as 
the generalized UniProt database.  Putative function was assigned to more than 90% of 
the unique sequences; however forty sequences have no significant homology to any 
known protein. 
The nucleotide sequences produced in this study will be submitted to the 
GenBank database where they will become the foundation for a Q. ubra sequence 
resource.  Since the sequences were recovered from cambial tissue of spring wood, they 
will assist in better understanding wood formation within this species.  Such studies 
should lead to increases in both the quality and quantity of this valuable hardwood found 
in western North Carolina.
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INTRODUCTION 
 
 
 
Throughout history, trees have been an essential part of mankind’s existence.  
Since the dawn of civilization they have provided material for buildings, furnishing , 
paper production, and an energy source for heating and cooking.  On a global scale, trees 
are a valued economic commodity and a fundamental component of the biosphere.    
Presently plants are divided into two main taxa, the gymnosperms and the 
angiosperms.  These groups diverged during the Carboniferous period (300 Mya) and 
each has evolved into many different species (Bowe et al., 2000).  The gymnosperms 
form a monophyletic clade that is widespread across temperate ecosystems but includes 
only 700-1000 species, all of which are woody plants (Kirst et al., 2003).  The 
angiosperms are vastly dominant in numbers and diversity, comprising approximately 
250,000 species and including many woody plants as well as all of the stapl food crops 
(Wikstrom et al., 2001).  The model organisms Arabidopsis thaliana Heynh (Brassicales 
order, Brassicaceae family) and Populus trichocarpa Torr. & A.Gray (Malpighiales 
order, Salicaceae family) are angiosperms which are related at the Rosids subclass level.   
The focus of this study, Quercus rubra L. (Fagales order, Fagaceae family), shares the 
Eurosid I group with Populus and is closely related to the common forest hardwoods 
beech and chestnut (Taxbrowser 2008).  As shall be discussed, it is this shared ancestry 
which forms the basis for genetic comparison between individual plant species. 
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Quercus rubra 
Of the myriad of different tree genera, the oaks (Quercus) are a noteworthy group 
within the angiosperms.  They are hardwoods indigenous to temperate regions of the 
northern hemisphere and are rarely found below the equator.  Quercus is a very diverse 
genus which is estimated to contain more than 500 species spread across the globe 
(Manos et al., 1999).   Oaks are acknowledged as having poor barriers to hybridization, 
even between species that are very different morphologically and physiologically, leading 
to large populations of infertile hybrids (Whittemore and Schaal, 1991).  Even within a 
species, individuals can display a wide variety of phenotypes, making identification by 
visual inspection very difficult at times (Aldrich et al., 2003b).   Quercus rubra (northern 
red oak, NRO)  is a significant species within the genus since it occurs as the dominant 
tree species in many forest communities and is one of the more valuable timber speci s 
(Tirmenstein 1991).  In North America, NRO is native to the northeast and midwest 
regions of the continent ranging from 32° to 47° N latitude and 60° to 96° W longitude 
(Burns and Honkala, 1990).  Samples for this study were gathered on the eastern 
Tennessee border, a location that is near the southern and western tip of the range. 
Wood from northern red oak is valued for being hard, heavy, strong, coarse-
grained, and moderately durable (Tirmenstein 1991).   Q. rubra trees are self-pruning 
which results in wood with fewer knots, a characteristic that is especially important to the 
timber industry.  Logging of NRO produces timber for many applications such as lumber, 
railroad ties, fence posts, veneer, pulpwood, and fuel wood.  The lumber of Q. ubra is 
further refined into many items including flooring, furniture, boxes, pallets, crates, 
caskets, and wooden ware (Miller 1999). 
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Quercus rubra is the tallest and fastest growing of the oak species, average adults 
rise to heights ranging from 19.8 to 29.9 meters with diameters of 0.6 to 0.9 meters.  
Superior individuals that receive optimal growing conditions may reach heights over 48.8 
meters and attain diameters up to 2.4 meters (Tirmenstein 1991).  Trees of this species 
have life spans which can exceed 200 years in the absence of disease and disturbance, 
but their growth rate slows considerably after the age of 100 (Hicks 1998).  Q. rubra trees 
mature sexually and begin to produce acorns at approximately 25 years of age, but will 
generally not produce large crop yields until around the age of 50 (Hicks 1998).   
NRO is a key habitat for an assortment of animals ranging from birds to small 
mammals (Tirmenstein 1991).  Many of these animals are acorn predators whose 
foraging habits also provide the primary mode of Q. rubra seed dispersal.  Q. rubra 
individuals usually spawn large acorn crops every 2-5 years, with exact numbers of acorn 
production being dependent upon the individual, as well as site and climactic factors 
(Sander 1990).  In forests where oak is the dominant species, bumper crops of acorns can 
reach production levels greater than 96,500 per square kilometer (Hicks 1998).  As much 
as 35% of these acorns may be eaten by insects (Beck 1977) and another 40% by deer 
and small rodents (Steiner 1995).  Due to heavy acorn predation, seedlings are not usually 
generated except in years of high yield where production exceeds consumption (Hicks 
1998).   
Northern red oaks are moderately vulnerable to insect and disease infestations and 
will usually survive an attack unless more than one pathogen is present.  For example, 
Liebhold et al. (2005) states that if an insect, such as the gypsy moth (Lymantria dispar 
L.), looper (Phigalia titea), or cankerworm (Alsophila pometaria) defoliates a tree, the 
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tree will be weakened. When this occurs in concurrence with a drought or an infestation 
by another organism such as the two-lined chestnut borer (Agrilus bilineatus) or the 
shoestring fungus (Armillaria mellea) there can be high mortality rates.  A recent 
development in forest pathology is sudden oak death syndrome, which has begun to 
affect forests in North America and Europe.  The disease is caused by the Oomycete 
Phytophthora ramorum and was first observed during the mid 1990s in California forests 
(Withgott 2004).  While more than forty genera or plants are known hosts to the 
pathogen, widespread mortality is usually limited to members of the Fagaceae fmily 
(Rizzo et al., 2005).  Other hosts tend to be only moderately affected by the diseaseand 
are thought to act as vectors by which the disease is spread (Rho odendron indicum (L.) 
Sweet, for example, which is widely disseminated as an ornamental plant).  Fears are 
escalating that the disease will come to the oak forests of Eastern North America, which 
would be a serious problem since red oaks are known to be susceptible to infestation 
(Withgott 2004).  Federal regulations are in place to curb the spread of the disease but 
there have already been lapses.  In 2005, nurseries in 23 states around the country 
received infected plants from California and distributed locally before realizing what was 
transpiring (Associated Press 2005).  The real threat that sudden oak death presents is an 
example of the need for active management of resources. 
While oak are presently one of the dominant species found in eastern United 
States landscapes, concern has been mounting for some time that oaks are not 
regenerating at an adequate rate to sustain the population and diversity of individuals that 
is currently observed (Clark 1992).  There is no single explanation as to why this is 
happening but it is believed that there are several factors, which together, are responsible 
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for declining oak regeneration.  These problems include introduction of new insect 
species, changes in animal communities due to decline of predators, reduction of forest 
fires, and changes in the demographics of forest communities (Lorimer 1992). 
The increasing demand for oak lumber in concurrence with the escalating 
problem of oak regeneration and infestation by parasites poses a serious problem to the 
present prevelance of oaks.  Significant decline of oaks in North American forests would 
be a disastrous event on par with the chestnut blight (Cryphonectria parasitica (Murrill) 
M.E. Barr) epidemic of the early twentieth century.  Loss of oaks from forests would 
allow for less desirable tree species to enter an area, causing severe stress to the presently 
observed community of plants and animals inhabiting the ecosystem. For example, 
research has correlated increased damage to livestock and crops caused by black ears to 
years of poor acorn production (Rogers 1976).  Decline of the oak population would also 
seriously affect the hardwood timber economy, of which oak is a staple product.  The 
encumbrance to developing management techniques has been exacerbated by the slow 
growth rate of trees and the fact that traits cannot properly be assessed until a tree reaches 
adulthood (Boerjan 2005). 
 
Xylogenesis 
The strong and rigid nature of hardwood trees is due the structural characteristics 
of the secondary xylem cell wall.  This integrity of the secondary cell wal  is a result of a 
dense network of cellulose and lignin fibers.  Cellulose is a polymer composed of β-1, 4 
linked glucosyl residues, which assemble to form microfibrils measuring 2-10 nm in 
diameter and hundreds of nanometers in length (Brown 1996).  Cellulose microfibrils are 
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stabilized by hydrophobic and van der Waals interactions which make them insoluble in 
water, chemically resistant to degredation, and mechanically strong (Williamson and 
Hocart 2002).  Lignin is a highly heterogeneous class of phenolic polymers involved in 
mechanical support, water transportation and disease resistance (Lapierre et al., 1999). 
Lignin is vital to the mechanical properties of wood but is detrimental to the pulping 
process because toxic chemicals are required to separate lignin from cellulose (Lapierre 
et al., 1999).  Together, cellulose and lignin compose the majority of the dry weight of 
wood.   
Samuels et al. (2006) states that “xylogenesis can be defined as the series of 
common developmental steps found in differentiation of both primary xylem (produced 
via procambium by apical meristems) and secondary xylem (produced by the vascular 
cambium).”  In hardwoods, it is xylogenesis initiated in the vascular cambium cells of the 
lateral meristem which is of most importance economically in the timber industry since it 
results in the formation of the substance that is commonly referred to as “wood”.   In the
lateral meristem, vascular cambium is located between the bark and the heartwood of the 
tree.  The process of xylogenesis directs these cells through division, expansion, 
secondary cell wall formation, lignification, and finally programmed cell death 
(Hertzberg et al. 2001).   The cells that will eventually become the dead secondary xylem 
begin as progeny of undifferentiated mother cells and are guided to their fate by  
complex interaction of genetic regulation and environmental stimuli.   
Highly analogous genes coding for xylogenesis proteins have been found in very 
divergent plants.  It is has been proffered that “secondary growth is a measure of degree,
rather than a trait that is present or absent or a trait that has arisen uniquely within a 
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single lineage” (Groover 2005).  While the underlying process is conserved it is believed 
that there are also genes which are rarely expressed or not present at all i  herbaceous 
plants which account for the phenotypic difference between woody and herbaceous plants 
(Allona et al., 1998).    
 
Expressed Sequence Tags 
   It has been determined that Quercus rubra has a chromosome compliment of 2n 
= 24 plus a B chromosome of uncertain function (Ohri and Ahuja, 1990).  The size of the 
genome has been determined to be 761 Mbp / 1C (Carlson 2007).  Aside from this 
information, relatively little is known about the genome of northern red oak.  While large 
scale EST sequencing projects are currently underway (Fagaceae.org 2007) there are only 
9991 Quercus ESTs in GenBank and these are primarily from Quercus petraea 
(Mattuschka) Liebl (2300), Quercus mongolica subsp. crispula (3385) and Quercus 
robur (3499) (NCBI 2008).  There are presently 118 CoreNucleotide sequences and no 
EST sequences for Quercus rubra in GenBank (NCBI 2008).   
Sequencing the entire Quercus rubra genome would undeniably be the best 
method for comprehending the exact genetic compliment of the species, but that is a very 
costly and time intensive process.  A practical alternative is the analysis of expressed 
sequence tags (ESTs), which is a proven quick and inexpensive means to identify the 
nucleotide sequence of active genes in a given tissue (Sterky et al., 1998).  Information 
garnered from EST sequencing provides valuable insight in gene discovery as well a 
first step in functional genomics studies. 
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The first step in creation of an EST library is the acquisition and purification of 
mRNA from a tissue.  Working with mRNA is a very delicate and exacting process.  
Thankfully, groundwork for the application of existing isolation techniques to processing 
NRO cambial tissue was laid by Mathews et al. (2003). The mRNAs were usd as 
templates to generate complimentary DNA (cDNA) molecules which are inserted into 
plasmid vectors.  The vector is then introduced into a bacterial cell for purposes of 
replication and storage.   EST sequences are usually generated as part of large scale high 
throughput projects and are generally single read passes of the gene insert (Bouck and 
Vision, 2007).   
Once an EST has been sequenced there is a considerable amount of 
bioinformatics that must be done in order to elucidate useful information about the gene.  
With any sequencing run the quality of the electropherogram is poor at the beginning and 
the end of the read.  Usually there is a subset of EST sequences that either completely 
lack gene inserts or are contaminated with vector/primer sequence stretche to some 
degree.  With the aid of computer programs, these tracts of contamination and poor 
quality reads are located and excised.  There are also inevitably a number of duplicate 
copies of highly expressed genes which must be identified and assembled into consensus 
sequences.  Once a set of unique genes has been created, the task becomes identification 
of the peptide coding region and the function of the translated protein.  These tasks are 
also accomplished with the use of computer programs that search for sequence homology 
to proteins of known function.  
A major problem associated with EST sequencing arises from the large dynamic 
range of transcripts (1:10,000).  Consequently, there is a good chance that rare transc ip s 
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will not be sequenced and abundant transcripts will be sequenced many times.  One way 
to circumvent this dilemma is normalization of the library, which consists of reducing the 
concentration of highly expressed transcripts (Soares et al., 1994).  ESTs also do not 
provide any information about intron sequences, gene order, gene placement or 
regulatory motifs (Bouck and Vision, 2007).  They do, however, provide sequence 
information from which primers could be developed for use in further projects that could 
address these issues.  ESTs can also be valuable to the development of genetic mark rs 
such as single nucleotide polymorphisms (SNPs), exon-primed intron-crossing markers 
(EPIC), and simple sequence repeats (SSRs).   
Plant genetics and the study of plant derived ESTs are intrinsically linked to the
model organism Arabidopsis thaliana, which is one of the most characterized and 
comprehensively studied organisms on Earth.  In 2000, an international consortium 
known as the Arabidopsis Genome Initiative released an annotated genome sequence 
(115.4 Mb of estimated 125 Mb) that identified 25,498 genes on five haploid 
chromosomes.  In 2003 Zhu et al. released a study that mapped more than 96% of the 
available Arabidopsis ESTs (176,915 at the time) to a specific genomic locus.  Placement 
of the ESTs within the genome facilitated a better understanding of gene regulatory 
elements as well as providing splicing and intron information that ESTs lack.  
Consequent to the wealth of information available on Arabidopsis, it has become the 
basis for plant EST sequence comparison and in vivo studies of plant gene expression. 
In 2006, Tuskan et al. released the draft genomic sequence of Populus 
trichocarpa, making it the first hardwood organism to have a sequenced genome and 
solidifying its spot as the model organism for deciduous trees.  The study purports that 
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there are more than 45,000 putative protein-coding genes at work in Populus.  Aside from 
having more putative protein-coding genes than Arabidopsis, it was found that there are 
specifically more genes that function in lignocellulosic wall biosynthesis, meristem 
development, disease resistance and metabolite transport.  These genes represnt the 
difference in lifestyle habit between the two organisms and are especially important to 
genetic research conducted on other forest hardwoods. 
Published oak genetic studies to date have primarily dealt with phylogeny studies 
(Aldrich et al., 2003a, Casasoli et al., 2006, Grivet et al., 2006, Muir and Schlotterer 
2006, Romero-Severson et al., 2003) using chloroplast DNA or genetic markers of some 
kind (SNP, SSR, RFLP).  There have also been several gene expression studies (Derory 
et al., 2006, Soler et al., 2007), but the issue of xylogenesis genetics in Quercus has not 
been addressed.  ESTs in GenBank from papers with published results include those 
submitted by Derory et al. (2006), who published a paper on the bud burst transcriptome 
in Quercus petraea.  This paper was supported by 801 ESTs (233 unique genes) which 
used suppression subtractive hybridization (SSH) to focus on the genetic control of bud 
formation.  Soler et al. (2007) reported 236 ESTs from a study that focused on 
elucidating the genetic component of suberin production in cork oak (Quercus suber L.).   
Several projects related to xylogenesis and cambial tissue ESTs of hardwood trees 
have been published and are an excellent guide to applying proven techniques to st dying 
Quercus rubra.  Studies of ESTs from poplar (Sterky et al., 1998), pine (Pinus taeda L.) 
(Allona et al., 1998, Pavy et al., 2005), eucalyptus (Eucalyptus globules Labill) (Paux et 
al., 2004), and white spruce Picea glauca (Moench) Vossa (Pavy et al., 2005b) have 
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produced results on ESTs from cambial tissue and will serve as a b is for the work done 
in this project. 
The focus of this study is gene discovery in cambial cells from a NRO with 
partially defined phenotype.  This tissue was chosen because it is the site of xylogenesis 
and it is believed to provide the most useful information in identification of genes 
involved in production of xylem and phloem (Sterky et al., 1998).  This makes cambial 
tissue the best target for strategies to improve the quality and quantity of secondary wall 
production.  The genes identified in this study will hopefully give an introduction into the 
genetic machinery of NRO and establish a base for comparison to other plants.  This 
comparison should help establish how NRO is similar and how it is different, both in the 
sequence differences of conserved genes and the plausible identification of unknown 
genes specific to Quercus rubra.  ESTs from this project could also be used to produce 
various kinds of genetic markers (SSR, SNP, EPIC) (Bouck and Vision, 2007).   
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MATERIALS AND METHODS 
 
 
 
Sample Collection  
 Samples were collected from the Watauga Northern Red Oak Seed Orchard near 
Elizabethton, Tennessee on May 6, 2005.  The Watauga Orchard was planted in 1973 
with open pollinated progeny from mother trees found in the Tennessee River Valley that 
were deemed of generally good phenotype (Schlarbaum et al., 1994).  Cambial tissue 
samples for this study were collected exclusively from NRO Family 555, whose m ther 
was located in Morgan County, TN.  The sample tree was sited at Latitude: 36° 08', 
Longitude: 84° 28' at an elevation of 609.6 meters.    
The tree was felled at a height of 0.3 meters by a technician employed at th  
Department of Forestry, University of Tennessee-Knoxville.  The following steps were 
performed with utmost haste to minimize mRNA degradation in the cambial layer. Limbs
and canopy were quickly removed to minimize desiccation.  Next, 4.5 meters of trunk 
was cut into 1 meter long sections.   To facilitate rapid bark separation a chainsaw was 
used to cut 0.15 meter wide longitudinal strips into the upper heartwood layer.  A 
hammer and chisel was used to pry away strips of bark.  Then a razor was used to scrape 
the cambial tissue from the inner side of the bark and the surface of the sapwood.  The 
scraped cambial tissue was quickly deposited onto labeled sheets of aluminum foil which 
were folded tightly and flash-frozen in liquid nitrogen.  The time interval betwe n cell 
disruption and freezing the scraped samples was 3-5 minutes.  The frozen sample packets 
were sandwiched between dry ice slabs in an ice chest for transportation to the lab.    
Samples were stored at -80ºC in a Revco low temperature freezer until processing.  The 
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chisels and paint scrapers were sterilized by autoclaving prior to collection and gloves 
were worn at all times while samples were handled.   
 
Total RNA isolation 
 Isolation of RNA from the cambial cells was based on a protocol first described 
by Chang et al. (1993) and is rooted on the properties of the cationic surfactant 
cetyltrimethylammonium bromide (CTAB).  The extraction buffer contained final
concentrations of 2% (w/v) CTAB, 2% (w/v) polyvinylpyrrolidone (PVP), 100mM Tris-
Cl (pH 8), 2M NaCl, 0.5g/l spermidine, and 2% (v/v) β-mercaptoethanol (BME).  All 
ingredients except the BME were mixed and autoclaved; BME was added just before use.  
Aliquots of CTAB extraction buffer (20 ml) were dispensed into eight autoclaved 50 ml
conical polycarbonate centrifuge (Oak Ridge) tubes and were equilibrated to 65ºC in a 
water bath.  Approximately 2 g of cambial tissue (16 g total) was added to each tube and 
shaken vigorously before ten minutes of incubation in a 65ºC water bath.  Chloroform (15 
ml) was added to the solution and mixed by shaking.  Centrifuge tubes were balanced 
using chloroform and then spun for 10 min at 10,000 RPM in Beckman JA-20 rotor using 
a Sorvall RC-5 centrifuge.  The aqueous (top) phase was removed and transferred to a 
fresh centrifuge tube being careful to avoid contamination from the interphase and the 
organic phase.  Chloroform (15 ml) was added to the supernatant and shaken vigorously 
before again being balanced with chloroform and centrifuged for 10 min at 10,000 RPM 
in a Beckman JA-20 rotor.  The supernatant was carefully removed and transferred to a 
third centrifuge tube to which an equal volume of 7.5 M LiCl2 / 50 mM EDTA 
(ethylenediaminetetraacetic acid) was added.  This solution was precipitated at -20ºC for 
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four hours, at which time a set of tubes were balanced with 7.5 M LiCl2 and centrifuged 
at 10,000 RPM in a Beckman JA-20 rotor for 20 min.  The supernatant was removed 
from the centrifuge tube leaving a pellet of total RNA.  RNA pellets were dissolved in 
SSTE solution (1000 µl) [1 M NaCl, 0.5% (w/v) SDS (sodium dodecyl sulfate), 10 mM 
Tris-Cl, and 1 mM EDTA] and incubated in a 65ºC water bath for 10 min.  The solutions 
were consolidated into two Oak Ridge tubes and extracted with chloroform (12ml), 
vortexed, and then centrifuged at 10,000 in a Beckman JA-20 rotor for 10 min.  The 
aqueous phase was transferred to a fresh tube where two volumes of 95% (v/v) ethanol 
were added to the sample and precipitated at -80ºC overnight.  The Oak Ridge tubes were 
spun at 10,000 RPM in a Beckman JA-20 rotor for 20 min, after which the supernatant 
was removed leaving a pellet of total RNA.  The pellets were washed with ice cold 70% 
(v/v) ethanol (1 ml) and centrifuged at 10,000 RPM for 5 min. and the supernatant 
discarded.  The pellet was air dried and dissolved in sterile deionized water (300 µl).  The 
contents of each Oak Ridge tube were aliquotted into three 1.5 ml tubes (100 µl each) and 
stored at -80ºC. 
The RNA extraction procedure was repeated twice more on crude samples and the 
product of each was consolidated. A total of 3 mg was collected for transport to Open 
Biosystems in Huntsville, AL for cDNA synthesis and normalization. 
 
Total RNA Quality Control 
 The purity of the total RNA was checked by formaldehyde/agarose gel 
electrophoresis using a protocol described by Sambrook and Russel (2001).  Gels were 
cast in a 16 cm electrophoresis box (Fisher Model FB-SB-710) using a 3 mm, 10 tooth 
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comb.  The gel consisted 5X MOPS buffer (20 ml) [0.1 M 3-(N-mopholino) 
propanesulfonic acid (pH 7), 40 mM sodium acetate, 5 mM EDTA (pH 8)], 37% 
formaldehyde (18 ml), DEPC (diethylpyrocarbonate) treated water (62 ml), 1µg/ml 
ethidium bromide (3 µl), and agarose (1 g).  To create the gel, the agarose was dissolved 
in nearly boiling water which was then cooled to 60ºC before addition of the 
formaldehyde, ethidium bromide, and MOPS.  The gel was allowed to solidify at room 
temperature in a hood for at least 30 min.  The electrophoresis box, gel tray and comb 
were all washed with nearly boiling water and approximately 5 ml of 20% (w/v) SDS and 
rinsed repeatedly with deionized water. 
 Total RNA samples were prepared by mixing 5X MOPS buffer (2.0 µl), 
formaldehyde (3.5 µl), formamide (10 µl), and total RNA (4.5 µl) in autoclaved 
microfuge tubes.  The tubes were incubated for 15 min at 65ºC and then chilled on ice.  
Samples were centrifuged to collect the solution on the bottom of the tube.  
Formaldehyde gel-loading buffer (2 µl) [50% (v/v) glycerol, 1 mM EDTA (pH 8), 0.25% 
(w/v) bromophenol blue, and 0.25% (w/v) xylene cyanol FF] was added to each sample 
and mixed by pipette.  The gel tray was placed in the electrophoresis box and a solution 
of 1X MOPS buffer (diluted with water) was used to fill the box to a level that was a few 
millimeters higher than the gel.  The gel was run for 5 min before addition of the 
samples.   Invitrogen 0.24-9.5 Kb RNA Standard (1 µl) was mixed with formaldehyde 
gel-loading buffer (2 µl) and loaded into to the outer lanes of the gel.  Then gel was run at 
4 V/cm until the dye had migrated to nearly the end of the gel (approximately 3 hours), 
the running buffer was recirculated every 45 min. 
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 Visualization of RNA gels was performed using an International Biotechnologies 
Inc. (IBI) UVT 400-M ultraviolet transilluminator.  Images of the gel were captured 
using a Kodak QuickShooter QSP Gel Electrophoresis Photosystem using an IBI QSP 
#14 hood.  Quantification of the total RNA samples was performed using a Nanodrop 
ND-1000 spectrophotometer.  The calibration of the ND-1000 was checked by running 
serial dilutions of Invitrogen 0.24-9.5 Kb RNA ladder as a standard and comparing them 
to the values given by the Nanodrop machine.  For sample measurements, aliquots (2 µl) 
of total RNA solution were used.   
 
mRNA Isolation and cDNA Synthesis 
 Our collaborative partner, Open Biosystems of Huntsville, Alabama, was 
responsible for mRNA isolation and cDNA synthesis from the total RNA samples.  The 
exact protocols that they used are proprietary, but an outline of the procedures was made 
available by Stephanie Sieja of Open Biosystems (Sieja 2006).   
The process summarized by Sieja (2006) began with isolation of poly(A) RNA.  
Total RNA (750 µg), was purified by two rounds of affinity chromatography using 
oligo(dT) coated magnetic particles from Seradyn, Inc. A quantity of 3.6 µg of poly(A) 
mRNA was recovered.  First strand cDNA synthesis was accomplished using an olio 
(dT) primer that contained a Not I restriction site and Moloney Murine Leukemia Virus 
Reverse Transcriptase (M-MLV RT).  Open Biosystems would not release their methods 
for second strand synthesis.   
The ds-cDNA was digested with Not I and then size-fractionated to select for 
pieces larger than 1.4 kb.  The cDNA was directionally cloned in one bulk step using Not 
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I-Eco RV cut pExpress1 vector (300 ng), and Not I digested cDNA (120 ng) per 120 µl of 
ligation.  The entire sequence of pExpress1 is found in Appendix A and the multiple 
cloning site and restriction map is shown in Figure 1.  Plasmid vectors were inst d into 
DH10-B T1 phage resistant E. coli cells by electroporation.  Approximately 9 x 106 
primary clones (i.e., not unique clones) were produced from about 1 mg of total RNA 
starting material.  Next, 24 inserts were randomly selected and sized after igestion with 
Eco RV and Not I.  Electrophoresis revealed an average library insert length of 1.5 kb. 
The primary cDNA library was normalized based on the principles of re-
association kinetics (Soares et al., 1994).  This was done by producing biotinylated driver 
RNA from the T7 RNA polymerase promoter and single-stranded target DNA produced 
from the F1 Ori.  The RNA and the DNA were hybridized together at a low Cot 
(concentration of driver times the time of hybridization) value.  The RNA:DNA hybrids 
were removed using phenol extraction and the remaining ssDNA target was converted 
into dsDNA with a “repair oligo” and Taq DNA polymerase.  These plasmids were again 
electroporated into E. coli and sampled for sizing.  Electrophoresis of the normalized 
library revealed an average insert length of 1.4 kb, slightly less than the 1.5 kb average of 
the unnormalized library. 
 
Library Titer and Colony Picking 
 The library titer was determined as per directions from Wes Bonds (2005) which 
consisted of creating serial dilution with LB broth [20 g LB, 750 µg ampicillin, q.s. to 1 
liter with autoclaved water].  Colonies from these dilutions were grown on LB/AMP agar 
plates [20 g LB, 15 g Bacto-agar, and 750 µg of ampicillin, q.s. to 1 liter with autoclaved 
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water] overnight at 37°C.  The titer revealed that a 25,000X dilution was optimal for 
generating well spread colonies for picking.  The typical plate contained bout 300 
separated colonies.   
 
Plasmid Isolation, Amplification and Storage 
 A team of nine undergraduate students assisted in the isolation, amplification and 
storage.  Cells from each colony were picked using a flame-sterilized inoculating loop or 
an autoclaved toothpick and used to inoculate liquid LB/AMP medium (5 ml) in a 50 ml 
Falcon tube.  Each sample was assigned a four digit (0001-1305) number at this point 
which it kept for the duration of the study.  The samples were incubated at 37ºC over 
night with constant agitation.  The following day, 400 µl of culture was transferred to an 
autoclaved 0.6 ml microfuge tube bearing the sample number, and mixed with autoclaved 
glycerol (100 µl).  This solution was stored at -80ºC as a backup.   
The remaining culture was processed by an alkaline lysis protocol taken from 
Sambrook and Russel (2001) which is described hereafter.  A 50 ml Falcon tube 
containing the remaining culture was spun in a Beckman JA-20 rotor using a Sorvall RC-
5 centrifuge for 10 min at 4°C and 1000 RPM to collect the cells.  The supernatant was 
removed and the cells were resuspended in STE buffer (1 ml) [10 mM Tris-Cl pH 8.0, 0.1 
M NaCl, 1 mM EDTA pH 8.0].  The cells were collected by spinning at 1000 rpm for 5 
min.  The supernatant was removed and the cells were mixed with ice cold alkaline lysis 
solution I (200 µl) [50 mM glucose, 25 mM Tris-Cl pH 8.0, 10 mM EDTA] and 
lysozyme buffer (40 µl) [10 mM Tris-Cl, 10 mg/ml lysozyme] and transferred to a 
correspondingly labeled 1.5 ml microfuge tube.  Alkaline lysis solution II (400 µl) [ .2 N 
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NaOH, 1% (w/v) SDS] was added to the tube and the contents was mixed manually by 
shaking.  Next, alkaline lysis solution III (300 µl) [5 M potassium acetate, 11.5 % (v/v) 
glacial acetic acid] was mixed into solution and the tubes were stored on ice for 5 min.  
The tubes were then spun at maximum speed in a microfuge for 5 min at 4ºC.  The 
supernatant (600 µl) was transferred to a fresh tube and 10 mg/ml RNase A solution (3 
µl) was added before a 15 min incubation in a 37ºC water bath.  Next, 20mg/ml 
proteinase K solution (3 µl) and 20% (w/v) SDS (1 µl) was added and the samples were 
incubated for 30 min at 50ºC in a water bath.  The samples were then extracted using an 
equal volume of phenol:chloroform [25 parts phenol, 24 parts chloroform, and 1 part 
isoamyl alcohol].  The phases were then separated by centrifugation for 2 min at 
maximum speed (18,000 g) at 4ºC in a microfuge.  The aqueous phase was removed to a 
fresh 1.5 ml microfuge tube and was extracted again in the same manner as above except 
that chloroform was used instead of phenol:chloroform to remove any remaining phenol, 
which is detrimental to following chemical reactions.  The aqueous layer was again 
removed and transferred to a fresh 1.5 ml tube; nucleic acids were precipitated by 
addition of two volumes of 2-propanol with a two minute of incubation at room 
temperature.  The nucleic acids were then collected by centrifugation at max speed in a 
microfuge for 10 min at 4ºC.  The supernatant was removed by pipette and the pellet was 
washed in 70% (v/v) ethanol (1 ml) and collected by spinning at maximum speed in a 
microfuge for 2 min at 4ºC.  The supernatant was again removed and the pellet was 
allowed to air dry.  Once dry, the pellet was dissolved in pH 8.0 TE (50 µl) [Tris-Cl, 
EDTA pH 8] and stored at -80 ºC.  After plasmid isolation all samples were quantified 
using the ND-1000 spectrophotometer. 
20 
 
 
Polymerase Chain Reaction 
 The polymerase chain reaction (PCR) was used to measure the size of the cDNA 
insert and as a way to screen for non-recombinants.  The PCR method used a 
combination hot start/touchdown technique and utilized a betaine-modified reaction 
mixture developed by Baskaran et al. (1996).  The primers used were #011893 [TAA 
TAC GAC TCA CTA TAG GGA CCA CTC CTC G] (primer 93) and #011894 [TAT 
TTA GGT GAC ACT ATA GAA CAA GTT TCG GTC CGG] (primer 94).   
PCR amplification was performed on an Applied Biosystems 2720 Thermal 
Cycler using autoclaved 0.2 ml PCR tubes.  The hot start conditions were 1 min of 
denaturation at 93ºC followed by a 7 min hold at 80°C at which time the 
deoxyribonucleotide triphosphates (dNTPs) were added.  The touchdown effect was 
achieved by lowering the annealing temperature by 2ºC on each of the first five cycles.  
The complete cycling parameters used are found in Table 1. 
 PCR was performed in reaction buffer that contained final concentrations of [20 
mM Tris-Cl pH 9.0, 5% (v/v) DMSO (dimethyl sulfoxide), 3 mM MgCl2, 16 mM 
(NH4)2SO4, 75 ug/ml bovine serum albumin (BSA), 1.3 M betaine, 0.046 Units Klentaq 
polymerase, 50 ng of each primer, and approximately 200 ng DNA template].  Reaction 
buffer (49 µl) was added to the tubes and hot started, then a dNTP solution mix (1 µl) 
[100 mM dATP, 100 mM dCTP, 100 mM dGTP, and 100 mM dTTP] was added.   
 All PCR products were examined by agarose gel electrophoresis to determin  the 
presence of product, its purity and insert size.  Gels were visualized by ethidium 
bromide/UV fluorescence/Polaroid photography as with the RNA gels.  Insert length was 
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determined by creating a regression equation using the distances traveled by th  1 kb 
DNA ladder standard and interpolating their size from the distance migrated.   
 
Sequencing Reaction 
 Thermal cycling for the sequencing reaction was performed on an Applied 
Biosystems 2720 Thermal Cycler with a schedule of 1 min at 95ºC, and 25 cycles of 10 
sec at 95ºC, 10 sec at 53ºC, and 4 min at 60ºC.  Applied Biosystems BigDye v3.1 dye 
terminators were used at ¼X manufacturer’s suggested concentration [BigDye v3(2 µl).1, 
ABI 5X buffer (3µl), 5 ρM/µl  primer (1 µl), DI H2O (13 µl), and 2 ug/ul template (1 µl)].  
Clones 0001-0093 were sequenced in both directions, however, the balance of the clones 
were only sequenced from the 5’ end to avoid slippage over the 3’ polyA tail.  Reactions 
were performed in a 96 well plate and executed as per the directions from the BigDy  
v3.1 Applied Biosystems. 
Sequencing products were separated using an Applied Biosystems 3130xl Genetic 
Analyzer and analyzed with Applied Biosystems 3130xl Genetic Analyzer Data 
Collection Software v3.0.  A 16-capillary array (Applied Biosystems 3130xl and 3100 
50cm Capillary Array) and Pop-7 polymer was used as the separation medium. 
 
Bioinformatics 
Project data was generated from 184 sequencing runs each containing 16 
capillaries per cycle. Initially, runs were visually screened to remove p or quality data.  
Base calling of raw electropherograms was performed with the ContigExpress module of 
Vector NTI software (Invitrogen 2007).  This module also trimmed and assembled raw 
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sequences.  Terminal sequence regions were strictly trimmed in the following way.  Poor 
quality base calls were removed according to the criterion that a maximum of 1 base out 
of 25 on both the 5’ and 3’ ends had a Quality Value of less than 20.  Vector 
contamination was removed by screening the sequences against a database of vector
sequences and the known primer sequences.  ContigExpress used the CAP3 sequence 
assembly program (Huang and Madan 1999) to create the unique consensus sequences.  
The Sequin program was used to label the sequences in correct GenBank format before 
submission to the NCBI EST database.   
 Vector NTI was used to generate a concatenated text file of the unique sequences 
in FASTA format.  This file was used as the query set for sequence annotation and 
comparison searching, which was performed using PERL modules on a Unix based XML 
web server located at the UNC Chapel Hill Bioinformatics Institute.  The Arabidopsis, 
Populus and UniProt protein databases were downloaded on Chapel Hill’s server and 
BlastX (Altschul et al., 1997) (word size=3, E value cutoff=5) was used to search for 
protein sequence comparison using the Blast prescript (Fargo 2007).  The TAIR7 
(Swarbreck et al., 2007) annotation of the Arabidopsis protein database was obtained 
from the Arabidopsis information resource (TAIR) website, www.arabidopsis.org.  The 
Populus protein database was downloaded from the Populus trichocarpa sequencing 
project website, www.jgi.doe.gov/poplar (Tuskan et al., 2006).  The UniRef protein 
database (UniProt Consortium 2006) was downloaded from the UniProt website 
(www.UniProt.org).  BLASTN (Altschul et al., 1997) of nucleotide sequences were
performed against the NCBI non-redundant (NR) database using NCBI’s web based bl t 
platform.  Results for all were parsed by the readblastdesc PERL module into a format 
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that reported the top hit, E value, ID, and description for the match to each query (Fargo 
2007).  The BLASTN search criteria were as follows: searched against Nucleotide 
Collection (NR) database, somewhat similar sequences (blastn), 10 results, expect 
threshold .1, word size 11, match/mismatch scores =2,-3, gap cost: existence=5, 
extension=2. 
Clones that produced a significant match to an Arabidopsis protein were assigned 
into Gene Ontology functional categories (Gene Ontology Consortium 2004) on the basis 
of that match by using the TAIR locus identifier.   This was accomplished by using Ge e 
Ontology search function located on the TAIR webpage.  Functional categories were 
grouped into three main domains which include Biological Processes, Molecular 
Function, and Cellular Components.    
A reverse BLASTN search was done using cell wall biosynthesis proteins from 
Arabidopsis as a query against the NRO data as a way to ascertain the clones involved in 
lignocellulosic pathways.  The search was accomplished by creating a dataset of 
Arabidopsis genes garnered from the TAIR database that had keywords tags associated 
with cell wall biosynthesis (lignin, cellulose, cell wall).  This data set was then compared 
to the NRO unique sequence dataset as a way to identify possible xylogenesis genes by 
sequence homology. 
A centralized Excel spreadsheet was created that contained all resultsinformation. 
The spreadsheet includes information on trim lengths, clustering, top BLAST hits, Gene 
Ontology summary, putative xylogenesis genes, contig and singlet lengths and totals of 
each.  BLAST results included the E value, match description, and the identification tag 
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for the top hit against each database.  The Arabidopsis results also included locus id, 
chromosome number, chromosome position and strand origin.   
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Table 1. PCR cycling conditions for cDNA insert amplification (Bonds 2005) 
 
Cycle Number Denaturation Annealing Extension 
Hot Start 1 min at 93°C 7 min hold at 80°C for hot start 
1 45 sec at 93°C 4 min at 68°C as first in touchdown cycles 
2 45 sec at 93°C 45 sec at 66°C 4 min at 68°C 
3 45 sec at 93°C 45 sec at 64°C 4 min at 68°C 
4 45 sec at 93°C 45 sec at 62°C 4 min at 68°C 
5-27 45 sec at 93°C 45 sec at 60°C 4 min at 68°C 
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Figure 1. Multiple cloning site nucleotide sequence of Plasmid Express1 (Sieja 2005) 
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Figure 2. Restriction enzyme cleavage sites and gene/promoter map of plasmid Express1 
(Sieja 2005) 
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RESULTS 
 
 
 
 Total RNA isolation yielded a quantity of 3 mg.  Formaldehyde/agarose gel 
electrophoresis of the total RNA suggested the presence of substantial concentrations of 
long RNA fragments since distinct 18S and 28S ribosomal RNA bands were visible 
(Figure 3).  Analysis of the primary NRO cDNA library (unnormalized) as st ted by 
Open Biosystems yielded an average insert length of 1.5kb, a titer of  9.0 x 105 CFU/ml, 
and a recombinant percentage of 98%.  The normalized library produced an average 
length of 1.4 kb, a titer of 7.4 x 106 CFU/ml, and a recombinant percentage of 87% in a 
total volume of 6.0 ml.  A replicate titer performed in lab on the normalized NRO cDNA 
library resulted in the observation of 4.8 x 106 CFU/ml.  
UV spectroscopy performed on each of 594 plasmid preparations resulted in an 
average plasmid DNA concentration of 1813 ng/µl and a very wide range of observed 
values (0-6286.8 ng/µl) and a large standard deviation (±1159.53 ng/µl).  Analysis of 
PCR amplification for 331 clones resulted in average insert size of 1356.2 bases and 
revealed 4 clones without an insert.  Images of electrophoresis separated PCR products 
can be viewed in Appendix B.  Appendix C contains information used to interpolate 
insert lengths including standard migration distances, insert migration distance , 
regression equations calculations and graphs.  PCR amplification gels generally displayed 
distinct insert bands and faint or nonexistent bands for extraneous reaction products.   
A total of 984 cDNA clones from the normalized NRO library were sequenced 
resulting in 1,190 reads of appropriate quality and sequence lengths greater than 50 bp.  
A typical electropherogram (Clone # 0943) can be found in Appendix D and a graphical 
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representation of quality trimming can be seen in Figure 4.  After quality trimming, only 
one clone did not produce a sequence that met the quality trimming cutoff criteria.  
Another 14 clones were eliminated due to lack of insert sequence resulting in 1,166 
sequences from 969 clones.  Assembly of redundant sequences resulted in 870 unique 
sequences including 668 singlet sequences and 202 contiged sequences.  A concatenated 
list of all unique NRO sequences in FASTA format can be seen in Appendix E.  A 
summary of fragment lengths and their assigned contigs is compiled in Appendix F wh le 
information on the unassembled sequences is listed in Appendix G.  Unique sequences 
identified during this study were submitted to the NCBI EST database. 
The length of singlet sequences averaged 668 nucleotides while the length of 
contig sequences averaged 941 nucleotides.  Contig sequences included clones which had 
been sequenced more than once as well as clones which had insert sequences that were 
redundant within the library.  The library contained a total of 193 clones whose sequence 
was redundant to another clone which is a rate of 19.9% redundancy.  A total of 69 gene 
inserts were found to be doubly redundant accounting for a total of 138 clones while 12 
were found to be triply redundant (36 clones).  Finally, two were quadruply redundant (8 
clones) and one each exhibited 5X and 6X redundancy.   
BLASTX of the NRO query set against the Arabidopsis protein database resulted 
in significant matches for 819 of 870 (94.1%) unique sequences.  Comparison to the 
Populus protein database generated the highest number of significant matches with a total 
of 824/870 (94.7%).  The UniProt database yielded the lowest number of significant hits 
with 608/870 (69.8%).  Appendices H, I and J contain the BLASTX results for 
Arabidopsis, Populus, and UniProt respectively and report the description of the top hit 
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and E value for each clone.  A total of 40 genes did not produce a significant hit in any of 
the analyses, a result which translates to a total of 830/870 (95.4%) sequences that could 
be identified by sequence similarity (Table 2).  Table 3 gives general i formation about 
the assembly and redundancy of the library 
In addition, 45 putative xylogenesis genes (Table 4) were identified from the 
reverse BLASTN computation, a result that translates to 5% of the unique sequences 
from this study.  To accomplish this test a database of Arabidopsis genes containing cell 
wall biosynthesis keywords was created using the TAIR gene database.  This reverse 
BLASTN search was performed using cell wall biosynthesis proteins from A abidopsis 
as the query against the NRO data as a way to ascertain the clones involved in 
lignocellulosic pathways. In a separate BLASTN analysis employing the unique sequence 
dataset as the query and the GenBank NR database as the target, a total of six matches 
were found to have non-plant similarities while 38 were without a significant match to 
any known sequence (Appendix K).   
Arabidopsis BLASTX results were used to classify the genes into Gene Ontology 
categories based on their function and location in the cell.  There are three main Gene 
Ontology categories; cellular components, biological process and molecular function.  
Tables 5-7 list the results for each category.  There are more total hits cross the three 
categories than number of unique sequences because many genes can be classified by 
more than one keyword and functional category.   
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Figure 3.  Denaturing gel electrophoresis of NRO total RNA.  Lane 1: 1 µl NRO prep 9-
7-05, lane 2: 2 µl of NRO prep 9-7-05, lane 3: 3 µl of NRO prep 9-7-05, lane 4: 3 µl of 
Invitrogen 0.24-9.5 kb RNA ladder, lane 5: 1 µl NRO prep 9-16-05, lane 6: 2 µl of NRO 
prep 9-16-05 and lane 7: 3 µl of NRO prep 9-16-05. 
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Figure 4. Quality trimming information for clone 0943 (arrows indicate base c lls which 
were removed due to low quality scores). 
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Table 2. Sequences that lack a significant match within the Arabidopsis, Populus, or 
Uniprot databases. 
concensus no hit concensus no hit 
 0023-94_016(5-31-06)  0718-94-(6-7-06)_B03 
 0037-94-D02(4-28-06)  0730-94-(6-7-06)_F04 
 0047-94-F03(4-28-06)  0760-94-(6-7-06)_D08 
 0052-94-C04(4-28-06)  0776-94-(6-7-06)_A10 
 0136-94(5-31-06)_011  0791-94-(6-7-06)_G11 
 0161-94-A07(5-5-06)  0889-94-(6-5-06)_A12 
 0229-94-F10(5-10-06)  0894-94-(6-5-06)_F12 
 0241-94-B12(5-10-06)  0927-94-(6-15-06)_F01 
 0270-94(5-31-06)_002  0938-94-(6-15-06)_A03 
 0292-94(5-31-06)_014  1027-94-(6-2-06)_B04 
 0367-94-(6-12-06)_D08  1069-94-(6-2-06)_C09 
 0382-94-(6-12-06)_A10  Contig\107 
 0452-94-(6-16-06)_B04  Contig\11 
 0503-94-(6-8-06)_C01  Contig\110 
 0521-94-(6-8-06)_E03  Contig\134 
 0543-94-(6-8-06)_C06  Contig\175 
 0604-94-(6-6-06)_D01  Contig\178 
 0634-94-(6-6-06)_B05  Contig\45 
 0638-94-(6-6-06)_F05  Contig\47 
 0659-94-(6-6-06)_C08  Contig\87 
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Table 3. Bioinformatics results summary 
 
Total Clones 984 
Electropherograms 1190 
Vector Sequences 14 
Poor Quality 4 
Unique sequences 870 
Singlets 668 
Average Singlets Lengths 827 
Contigs 202 
Average Contig Lengths  941 
redundanct clones 193 
2 redundancies 69 
3 redundancies 12 
4 redundancies 2 
5 redundancies 1 
6 redundancies 1 
Significant Matches to Arabidopsis Protein DB 819 
No Significant Match to Arabidopsis Protein DB 51 
Significant Matches to Populus Protein DB 824 
No Significant Matches to Populus Protein DB 46 
Significant Matches to UniProt Protein DB 608 
No Significant Matches to UniProt Protein DB 262 
Putative Xylogenesis Proteins 45 
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Table 4.  Putative xylogenesis proteins based on Arabidopsis homology 
Unique Hit 
0030-94-E01(4-28-06) 1105-94-(6-9-06)_E07 
0097-94-H09(4-28-06) 1111-94-(6-9-06)_C08 
0143-94(5-31-06)_013 1116-94-(6-9-06)_H08 
0303-94(5-31-06)_002 1182-94-(6-15-06)_H06 
0400-94-(6-8-06)_H12 Contig\102 
0523-94-(6-8-06)_G03 Contig\115 
0545-94-(6-8-06)_E06 Contig\116 
0548-94-(6-8-06)_H06 Contig\12 
0576-94-(6-12-06)_E11 Contig\138 
0581-94-(6-8-06)_E09 Contig\140 
0665-94-(6-6-06)_A09 Contig\155 
0714-94-(6-7-06)_F02 Contig\159 
0766-94-(6-7-06)_A09 Contig\18 
0801-94-(6-5-06)_A01 Contig\196 
0808-94-(6-5-06)_H01 Contig\21 
0825-94-(6-5-06)_A04 Contig\35 
0839-94-(6-14-06)_C06 Contig\37 
0856-94-(6-5-06)_H07 Contig\41 
0860-94-(6-5-06)_D08 Contig\81 
0898-94-(6-14-06)_H07 Contig\83 
0904-94-(6-14-06)_G10 Contig\92 
0940-94-(6-15-06)_C03 Contig\96 
1004-94(6-2-06Truncated)_D01 
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Table 5. Distribution of Gene Ontology: Cellular Components 
 
Functional Category Annotation Count Gene Count 
 other membranes 204 190 
 other intracellular 
components 174 143 
 unknown cellular 
components 172 172 
 other cytoplasmic 
components 130 111 
 chloroplast 90 79 
 nucleus 90 84 
 mitochondria 48 42 
 plastid 39 31 
 Golgi apparatus 28 27 
 ER 27 27 
 plasma membrane 26 25 
 cytosol 21 19 
 cell wall 20 20 
 ribosome 16 10 
 extracellular 10 10 
 other cellular components 8 8 
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Table 6. Distribution of Gene Ontology: Molecular Function 
 
Functional Category Annotation Count Gene Count 
 unknown molecular 
functions 160 160 
 other enzyme activity 144 129 
 hydrolase activity 119 101 
 protein binding 99 86 
 other binding 93 85 
 transferase activity 90 68 
 DNA or RNA binding 60 54 
 transporter activity 57 44 
 transcription factor activity 54 54 
 nucleotide binding 48 46 
 kinase activity 47 35 
 nucleic acid binding 29 29 
 other molecular functions 23 22 
 structural molecule activity 13 13 
 receptor binding or activity 7 7 
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Table 7. Distribution of Gene Ontology: Biological Process 
 
Functional Category Annotation Count Gene Count 
 other metabolic processes 443 338 
 other cellular processes 424 320 
 unknown biological processes 187 187 
 protein metabolism 132 121 
 cell organization and biogenesis 102 77 
 response to abiotic or biotic 
stimulus 96 63 
 transport 90 73 
 response to stress 82 52 
 developmental processes 70 50 
 other biological processes 62 42 
 transcription 55 52 
 signal transduction 26 23 
 electron transport or energy 
pathways 23 16 
 DNA or RNA metabolism 20 14 
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DISCUSSION 
 
 
 
Maximizing mRNA Quality 
 Full length cDNA libraries necessitate high quality, undegraded mRNA.  This
project employed a number of strategies to accomplish that goal.  Among those strategies 
are: (1) minimizing contamination in field-collected material; (2) haste in r covery of raw 
cambial tissue; (3) RNase free handling conditions; and (4) use of the CTAB total RNA 
isolation procedure.   
The project required collection of total RNA under field conditions.  The Watauga 
oak orchard is located in a rural Tennessee mountain environment about 12 miles east of 
Elizabethton, TN at an altitude of 2,000 feet.  No laboratory space, electricity or other 
utilities were available at the collection site.  Previously, Mathews et al. (2003) employed 
the same CTAB based mRNA isolation protocol on cambial samples collected by peeling 
away 3 inch squares of NRO bark at Watauga.   However, their small sample sizes and 
lack of significant EST sequence data prevented validation of the approach as a 
legitimate means for obtaining EST sequence data from NRO trees. 
Sample handling was performed with extreme care to avoid RNase degradation 
and DNA contamination.  Reagents and buffers were treated with DEPC and autoclaved 
for at least 1 hour at 220°C.  Gel boxes, gel combs and labware were autoclaved or 
treated with boiling water/SDS then stored in covered plastic containers.  The intense 28S 
ribosomal band present on gels of total RNA samples attest to the high quality of this 
project’s total RNA.  Furthermore, average insert sizes in excess of 1 kb support these 
observations and validate both the lab and field protocols employed. 
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Samples were collected from a tree that was grown in a modestly controlled 
environment (i.e., a grassy field surrounded by other half-sib NRO family members).  
Because these are field samples, capture of other organisms in the cambial scrap ng  is 
possible.  Among those could be fungi, bacteria, algae and small insects.  Total RNA 
isolation techniques cannot separate messages from different organisms.  The obvious
problem is the potential of carrying foreign messages further into the EST sequencing 
program. 
Several measures performed in the course of this study serve as steps to refute the 
possibility of genetic contamination.  PolyA affinity chromatography serves as the first 
filter by removing bacterial messages.  Since bacterial cells do not attach polyA tails to 
their transcripts, these mRNAs are rejected by the oligo(dT) column.  Unfortu ately, 
fungae and insects messages remain as the most likely sources of contamination.  Short, 
genomic DNA fragments which persisted after the CTAB and DNase treatments 
represent another type of potential contamination.   Should any of these fragments 
contain sufficient polyA stretches they might be collected by the oligo(dT) column and 
cloned into the library. The bioinformatics analysis discussed below serve as mean  of 
eliminating these sequences due to their lack of an open reading frame or homology to a 
known plant gene. 
A second filter against EST contamination is the obvious bioinformatics test of 
sequence homology comparison with regard to message origin.  The two primary models 
used for sequence homology comparison were BLASTX against the Populus trichocarpa 
and Arabidopsis thalania gene databases.  Based on similar EST studies done on 
hardwoods (Sterky et al., 1998, Pavy et al., 2005b) it was assumed in this study that most 
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NRO ESTs would have a significant match to one of these or a related plant genome.  As 
another means of ensuring quality, all sequences were submitted to a BLASTN 
nucleotide search against the GenBank non-redundant (NR) nucleotide database at the 
National Center for Biotechnology Information of the NIH.  This strategy performs a 
similarity search against all ESTs against all sequences in the GenBank dat base, 
regardless of origin.  If a clone displayed significant similarity to a sequence of non-plant 
origin, then contamination would be suspected.  A more detailed presentation of this 
analysis will be presented in the following pages. 
 
Bioinformatics Analysis 
Similarity analysis yielded a small percentage of ESTs that did not produce a 
significant match to any nucleotide database.  Further study will be required to assign 
these sequences to the Quercus rubra gene set.  This result is commonplace in studies of 
this type (Sterky et al., 1998, Pavy et al., 2005b).  Trees are genetically complex 
organisms with genomes in excess of 3 Gb and complex biochemistries containing many 
unusual genes not found elsewhere.  Unfortunately, relatively few hardwood genomes 
have been thoroughly scrutinized.  Consequently, EST sequencing on a species such as 
NRO may reveal a number of novel transcripts.  These potential novel transcripts hold 
great promise in regard to elucidating the genetic structure and interactions responsible 
for physiological processes and structural components unique to NRO.  Due to the weal  
of information about highly conserved genes that has been garnered from studying 
Arabidopsis especially, unknown transcripts from gene rich organisms such as hardwood 
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trees could be expected to have a larger chance of being involved in gene regulation and 
the synthesis of organic compounds (Sterky et al., 1998).   
Using the NRO EST dataset as a query, a BLASTX comparison (operating in all 
six reading frames) against the UniProt database revealed a large number of sequences 
whose best match were to non-plant organisms.  This is because UniProt is a condensed 
database which reduces groups of functionally similar proteins from different organisms 
into a single example to speed up the searching process.  Consequently genes that do not 
have a plant as the top match cannot be assumed to stem from contamination and are 
likely to be functionally conserved across many different organisms (Uniprot Consortium 
2006). 
 Electrophoresis performed on the PCR products of clones 0001-0300 and 0501-
0536 provided the added benefit of corroborating the results obtained by computer-based 
analysis techniques, specifically the presence or absence of a gene insert.  PCR failed to 
produce products for clones 0014, 0027, 0050, 0122 and 0241.  Of this set, bioinformatic 
analysis supported the argument that clones 0014, 0027 and 0122 did not have an insert.  
Clone 0050 did not produce a usable sequencing electropherogram in four sequencing 
reactions and, thereby, it cannot be determined if an insert is present.  Bioinformatic 
analysis performed on clone 0241 revealed no BLASTX matches for all three databases 
as well as a no significant match against the NCBI NR nucleotide database.  Thi  
information points to a flaw in the PCR reaction such as pipetting error since even if a 
vector sequence had made it past VectorNTI’s trimming function it would surely have 
been identified by a significant match to a vector sequence in the NR database by 
BLASTN searching.  Since electrophoresis of PCR products was only performed on a 
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subset of the total number of sequenced clones, only three of fourteen vector sequences 
identified by bioinformatics could be supported by this technique.   
 
Library Normalization 
 The normalization step was used to increase the percentage of unique clones in 
the dataset.  A total of 19.6 % of the clones sequenced in this study were found to be 
redundant in the library.  This low result contrasts with other EST experiments.  Pavy et 
al. (2005b) reported a 39% redundancy rate in a study of white spruce ESTs and Sterky et 
al. (1998) reported 53% redundancy in a poplar EST study.  By improving the quality of 
the input EST library through normalization, a genuine cost savings was realized by 
minimizing the number of sequencing reactions/runs that had to be performed.  Had this 
study operated with a 53% clone redundancy rate, almost 1,500 clones, not 984 clones 
would have been required to gather the same number of unique sequences.  
Consequently, this strategy permits programs with limited resources to make the most of 
their available assets. 
 Theoretically sequences that displayed high redundancy should come from genes 
with elevated expression profiles within the transcriptome.  The most highly redundant 
sequence within this library was that of Contig 157 and was found to be six-fold 
redundant.  The sequence had a highly significant match (2E-98) to the Arabidopsis 
xyloglucan endoglucotransferase.  This protein functions in xyloglucan biosynthe is, a 
molecular process expected to be highly active during spring wood formation.  The 
sequence with the next highest frequency was that of Contig 153 (five duplicates), which 
has a close match (5E-95) to an Arabidopsis protein of unknown function containing a 
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LIM-type zinc binding domain.  The sequence of Contig 78 was identified four times and 
has a highly significant match (E-107) to the Arabidopsis triosephosphate isomerase 
protein, an enzyme in the glycolytic pathway.  This pathway should be highly active in a 
growing tree.   Contig 7 is also a quadruple redundant sequence which is almost identical 
(E-101) to an EIF2 transcription initiation factor (TAIR 2008).   
BLASTN of the library against NCBI’s NR nucleotide database revealed eleven 
sequences which had top matches that were non-plant organisms.  Upon further 
inspection, 5 of these sequences were determined to be insert-less clones that wre not 
properly removed by the Vector NTI screening algorithm, a common occurrence in 
complex libraries such as this (Fargo 2007).  Of the remaining six, two (0016-93-A12(4
21-06)  and 1147-94-(6-9-06Truncated)_G12)  had significant BLASTX matches to the 
Arabidopsis and Populus databases and could be dismissed as potential contamination 
due to this homology.  Three of the remaining four; (0521-94-(6-8-06)_E03, 0927-94-(6-
15-06)_F01 and 0938-94-(6-15-06)_A03) yielded no significant hits to any gene in 
BLASTX comparisons done against the Arabidopsis, Populus, Uniprot and NCBI 
databases and remain ambiguous since their nucleotide similarity could not be 
corroborated by translational querying.  The matches to these clones all came from whole 
genome sequencing projects as uncharacterized hypothetical proteins.  The final clone; 
0806-94-(6-5-06)_F01 displayed a significant UNIPROT BLASTX match to human Ras 
related GTP binding protein (E = 8-33).  A manual BLASTX search using the NCBI 
website server (NCBI 2008) corroborated this match by returning an E-value of 1-31 in 
regard  to a chimpanzee RAS related GTP binding protein.  The BLASTN comparison 
also supported this result by revealing a hit to the same type of gene again in humans 
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with an E value equal to zero.  Upon visual inspection the high correlation between these 
two proteins is due to the Ras domain which they share.  While this result is very odd, it 
must be noted that the Ras protein superfamily are examples of small GTPases, which are 
a fundamental cell signaling process in that is found Eukaryotes (Vernoud et al., 2003). 
Nucleotide similarity comparison is a much less rigorous test of genetic 
correlation than peptide sequence evaluation (Bonds 2005).  Since an mRNA can be read 
in six possible orientations, chances of false similarity are greatly increased by not 
limiting the query to a single translated sequence.  There is also the issue of codon bias 
between organisms and frame shift mutations which result in large disparities in 
translation products between two highly similar sequences.  In an ideal situation, a 
polypeptide would be sequenced and used as the basis for genetic comparison and 
correlated to mRNA and genomic DNA sequences.  A much more practical employment 
of resources was undertaken in this study where mRNA transcripts served as th  b is for 
computer aided translation and searching.   
 
Annotation 
There are three principle Gene Ontology (GO) classifications into which 
sequences were binned: cellular components, biological processes and molecular 
functions (Gene Ontology 2004).  Cellular components are defined as subunits of 
anatomical structures (e.g., rough endoplasmic reticulum or nucleus) or gene product
groups (e.g., ribosome, proteasome, or a protein dimer).  Molecular function describes 
activities such as catalysis or binding that occurs at the molecular level.  Functions are 
usually performed by single gene products but can be performed by complexes of gene 
 
 
products.  Biological processes are categorized as assemblies of molecular functions and 
as a rule require more than one step, a broad example being signal transduction pathways. 
 Since GO Biological Processes are by definition groups of 
functions that have a concerted goal, they cannot be assigned a single gene as an 
example.  Molecular functions however, can be specific to a gene.  Contig_25 has a 
match of E-value=0 to the 
ATP binding protein (a molecular function).  This gene functions in several 
processes including defense response
stabilization, leaf development
Clone 1308-94-(6-16-
Gene Ontology diction and likely encodes for actin, a 
The Arabidopsis locus associated with this clone is AT5G6180 and is described as 
encoding a protein whose sequence is similar to actin
organism and as being a member of the nuclear ARP family of genes
website 2008). 
Clone 0097-94-H09(4
physical process of cell wall production.  Similarity
putative cinnamyl-alcohol dehydrogenase, which catalyzes the reaction of cinnamyl 
alcohol to cinnamaldehyde (cinnamyl alcohol + NADP
+ H+) as a step in the lignin biosynthesis pathway
0576-94-(6-12-06)_E11 and 0714
in gene regulation.  They are two of the four 
dataset and their matches are to poorly understood genes i
individual 
Arabidopsis gene locus AT5G56030.1, which codes for an 
, protein folding, flower development
 and heat acclimation (Gene Ontology website 2008)
06)_B07  is an example of nuclear cellular component in the 
cytoskeleton structural protein
-related proteins (ARPs) in other 
 (Gene Ontology 
-28-06) is an example of a gene that has a primary role in the 
 comparison identifies the gene as a 
+ cinnamaldehyde + NADPH 
 (Gene Ontology website 2008)
-94-(6-7-06)_F02 are two genes that putatively function 
poorest matches among the xylogenesis 
n Arabidopsis. 
46 
 
molecular 
biological 
, protein 
.  
.  
.  Clones 
 Inspection of 
47 
 
 
the putative xylogenesis genes reveals that the majority of the descriptions are for genes 
that are structural in nature, as opposed to regulatory elements.  A result could be 
expected since one of the proposed differences in xylogenesis between woody and 
herbaceous plants is not the machinery for this process but its regulation (Groover 2005). 
 Due to the nature of how the Arabidopsis xylogenesis reference dataset was 
populated, the NRO sequences identified do not exclusively encode proteins that are 
obvious members of the xylogenesis schema.  Genes that function in the concerted 
process that is required for the end goal of cell wall synthesis were also identifie  as 
xylogenesis genes due to their ancillary support of that process.  The NRO clone that had 
the highest degree of similarity to an Arabidopsis xylogenesis protein was Contig_81, 
which had an E-value match of 1E-166 to the protein calnexin.  Calnexin is a chaperone 
protein that functions in the endoplasmic reticulum and is responsible for directing the 
folding of glycoproteins (Gene Ontology website 2008).   
Data generated in this study lays the groundwork for further projects involved 
with NRO genetics. The in-depth annotation of these sequences is a large undertaki g in 
itself; each clone could have an entire research project devoted to it.  In regard to the 
sequences that displayed significant similarity, much exploration could be done as to 
exactly how they are different from the homologous sequences in other organisms.  More 
interesting might be the characterization of sequences that did not display a match to any 
known sequence.  Plausible targets of research for these novel clones would be to 
determine their presence or absence in related hardwoods.  This objective could be 
accomplished by generating primers from the novel clones and performing PCR on 
genomic samples from related species to identify species that produce products.  Their 
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bioinformatic analysis could also be taken to new levels of scrutiny by implementing 
more complex protein motif searching to elucidate if there are any characterized domains 
coded by their sequence. 
The most practical evolution of this research would be the development of genetic 
markers from the data set.  This process would necessitate the collection of DNA from 
other NRO individuals in order to compare any sequence variation that might be present.  
There are several kinds of markers that could be employed in such a study but the most 
widely employed is SNP detection.  Identification of such sequence variation could aid in 
the development of marker assisted breeding techniques and possibly increase NRO 
production.   
The experimental method employed in this project has proven to be very 
successful as a means of developing EST sequence information from NRO trees.  
Throughout the entire process results confirm the validity of the approach.  The CTAB 
method of RNA isolation produced more than enough quality total RNA to produce a 
quantity of mRNA that was needed to develop a large and complex library such as this 
one.  Long sequencing reads also validate the process by testifying to the quality of the 
cDNA clones and the sequencing protocol.  While the sequencing method employed in 
this study was certainly effective and reliable, future studies could make use of next 
generation sequencing platforms such a 454 and Illumina to more efficiently ha dle that 
aspect of the project since they are quickly becoming the standard for DNA sequencing 
applications.   The bioinformatic analysis performed on the data set was standard to these 
sorts of studies (Fargo 2007) and while it is currently cutting edge technology, any future 
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studies of this kind or if this study was to be repeated, would surely make use of new 
technologies which are being developed at a very quick rate.  
Data presented here will be of great value especially to ongoing NRO sequencing 
projects by expanding the basis for comparison of new sequences.  Of special intrest
among the sequences disseminated with this thesis are the unknown genes.  While it is 
possible that they are contamination or code for genes that are of no use to humans, it is 
also possible that they hold the keys to understanding what makes a northern red oak tree 
different from all the other organisms in the world or encode a protein that is great value 
to mankind. 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
50 
 
 
LITERATURE CITED 
 
Aldrich, P.R.; Jagtap, M.; Michler, C.H.; Romero-Severson, J. Amplification of North 
American Red Oak Microsatellite Markers in European White Oaks and Chinese 
Chestnut.  Silvae Genetica. 2003, 5, 3-4. 
 
Aldrich, P.R.; Parker, G.R.; Michler, C.H.; Romero-Severson, J. Whole-Tree Silvic
Identifications and the Microsatellite Genetic Structure of a Red Oak Species Complex in 
an Indiana Old-Growth Forest. Canadian Journal of Forest Resources. 2003, 33, 2228-
2237. 
 
Allona, I.; Quinn, M.; Shoop, E.; Swope, K.; Cyr, S.S.; Carlis, J.; Riedl, J.; Retzel, E.; 
Campbell, M.M.; Sederoff, R.; Whetten, R. Analysis of Xylem Formation in Pine by 
cDNA Sequencing. Procedings of the National Academy of Sciences USA. 1998, 95, 
9693-9698. 
 
Altschul, S.; Madden, T.; Schaffer, A.; Zhang, J.; Zhang, Z.; Miller, W.; and Lipman, D. 
Gapped BLAST and PSI-BLAST: A new generation of protein database search programs. 
Nucleic Acids Research. 1997, 25, 3389-3402. 
 
Arabidopsis Genome Initiative. Analysis of the Genome Sequence of the Flowering Plant 
Arabidopsis thaliana. Nature. 2000, 408, 796-815. 
 
Associated Press. Officials Fear Spread of Sudden Oak Death. CTV.ca [Online] 
http://www.ctv.ca/servlet/ArticleNews/story/CTVNews/1115992859768_49/?hub=SciTe
ch 2005. 
 
Baskaran, N.; Kandpal, R.P.; Bhargava, A.J.; Glynn, M.W.; Bale, A.; Weissman, S.M. 
Uniform Amplification of a Mixture of Deoxyribonucleic Acids with Varying GC 
Content. Genome Research. 1996, 6, 633-638. 
 
Beck, D.E. Twelve year acorn yield in southern Appalachian oaks.  USDA Forest Service 
Resolution Note SE-244 1977.  
 
Boerjan, W.  Biotechnology and the Domestication of Forest Trees. Current Opinion in 
Biotechnology. 2005, 16: 159-166. 
 
Bonds, W. Western Carolina University, Cullowhee NC. Personal Communication, 2005. 
 
Bouck, A.; Vision, T. The Molecular Ecologist’s  Guide to Expressed Sequence Tags.  
Molecular Ecology. 2007, 16, 907-924. 
 
 
51 
 
 
Bowe, M.; Coat, G.; dePamphilis, C. W. Phylogeny of seed plants based on three 
genomic compartments: Extent gymnosperms are monophyletic and Gnetales’ clos t 
relatives are conifers. Proceedings of the National Academy of Sciences USA. 2000, 97, 
4092-4097. 
 
Brown, R.M. Cellulose Biosynthesis in Higher Plants. Trends in Plant Science. 1996, 1, 
149-156. 
 
Burns, R. M.; Honkala, B. H. tech. coords.. Silvics of North America: 1. Conifers; 2. 
Hardwoods. Agriculture Handbook 654. U.S. Department of Agriculture, Forest Service, 
Washington, DC. 1990, 2, 877.  
 
Carlson, J. Pennsylvania State University, State College, PA. Personal communication, 
2007. 
 
Casasoli, M.; Derory, J.; Morera-Dutrey, C.; Brendel, O.; Porth, I.; Guehl, J.M.; Villani, 
F.; Kremer, A. Comparison of Quantitative Trait Loci for Adaptive Traits Between Oak 
and Chestnut Based on an Expressed Sequence Tag Consensus Map.  Genetics.2006, 
172: 533-546. 
 
Chang, S.; Puryear, J.; Cairney, J. A Simple and Efficient Method for Isolating RNA 
from Pine Trees. Plant Molecular Biology Reporter. 1993, 11,113-115. 
 
Clark, B.F. An Historical Perspective of Oak Regeneration.  USDA Forest Service 
General Technical Report SE-84 1992. 
 
Davis, J. University of Florida, Gainesville, Fl. Personal communication, 2005. 
 
Derory, J.; Leger, P.; Garcia, V.; Schaeffer, J.; Hauser, M.T.; Salin, F.; Luschnig, C.; 
Plomion, C.; Glossl, J.; Kremer, A. Transcriptome Analysis of Bud Burst in Sessile Oak 
(Quercus petraea). New Phytologist. 2006, 170, 723-738. 
 
Fargo, D., Randall, T. University of North Carolina, Chapel Hill, NC. Personal 
Communication, 2007. 
 
Gene Ontology Consortium. The Gene Ontology (GO) Database and Informatics 
Resource. Nucleic Acids Research 2004, 32, D258-D261. 
 
Gene Ontology Website. http://www.geneontology.org/ 2008. 
 
Grivet, D.; Deguilloux, M.F.; Petit, R.; Sork, V. Contrasting Patterns of Historical 
Colonization in White Oaks (Quercus spp.) in California and Europe. Molecular Ecology. 
2006, 15, 4085-4093. 
 
Groover, A.T. What Genes Make a Tree a Tree?  TRENDS in Plant Science. 2005, 10, 
210-214. 
52 
 
 
Hertzberg, M.; Aspeborg, H.; Schrader, J.; Andersson, A.; Erlandsson, R.; Blomqvist, K.; 
Bhalerao, R.; Uhlen, M.; Teeri, T.; Lundeberg, J.; Sundberg, B., Nilsson, P.; Sandberg, 
G. A Transciptional Roadmap to Wood Formation. Prceedings of the National Academy 
of Science. 2001, 98, 14732-14737. 
 
Hicks, R. Ecology and Management of Central Hardwood Forests; John Wiley & Sons, 
Inc: New York, 1998. 
 
Huang, X.; Madan, A., CAP3: A DNA Sequence Assembly Program. Cold Spring 
Harbor Laboratory Press. 1999, 9:868-877 
 
Kirst, M.; Johnson A.F.; Baucom, C.; Ulrich, E.; Hubbard, K.; Staggs, R.; Paule, C.; 
Retzel, E.; Whetten, R.; Sederoff, R. Apparent Homology of Expressed Genes from 
Wood-Forming Tissues of Loblolly Pine (Pinus taeda L.) with Arabidopsis thaliana. 
Proceedings of the National Academy of Science USA. 2003, 12 ,7383-7388. 
 
Lapierre, C.; Pollet, B.; Petit; Conil, M.; Toval, G.; Romero, J.; Pilate, G.; Leple, J.C.; 
Boerjan, W.;  Ferret, V.; De Nadai, V.; Jouanin, L. Structural Alterations of Lignins in 
Transgenic Poplars with Depressed Cinnamyl Alcohol Dehydrogenase or Caffeic Acid 
O-Methyltransferase Activity Have an Opposite Impact on the Efficiency of Industrial 
Kraft Pulping. Plant Physiology. 1999, 119, 153-163. 
 
Liebhold, A.M.; Raffa K.F.; Diss A.L. Forest type affects predation on gypsy moth 
pupae. Agricultural and Forest Entomology. 2005, 7, 179-185. 
 
Lorimer, C.G. Causes of the Oak Regeneration Problem. USDA Forest Service General 
Technical Report SE-84 1992. 
 
Magni, C.R.; Ducousso, H.; Caron, R.; Petit, R.J.; Kremer, A. Chloroplast DNA 
Variation of Quercus rubra L. in North America and Comparison with other Fagaceae. 
Molecular Ecology . 2005, 14, 513-524. 
 
Manos, P., Doyle, J., and Nixon, K.  Phylogeny, Biogeography, and Processes of 
Molecular Differentation in Quercus subgenus Quercus (Fagaceae).  Molecular 
Phylogenetics and Evolution. 1999, 12, 333-349. 
 
Mathews, S.; Trout, B.; and Bonds, W. Progress in Northern Red Oak Genomics in the 
Southern Applachians. International Oaks. 2003, 14, 67-70. 
 
Merkle, S.A.; Dean J.D. Forest Tree Biotechnology. Current Opinion in Biotechnology. 
2000, 11, 298–302. 
 
Miller, Regis. Wood handbook—Wood as an engineering material. 
Gen. Tech. Rep. FPL–GTR–113. U.S. Department of Agriculture, Forest Service, Forest 
Products Laboratory. 1999, p. 463.  
 
53 
 
 
Muir, G.; Schlotterer, C. Moving Beyond Single-Locus Studies to Characterize 
Hybridization Between Oaks (Quercus spp.) Molecular Ecology. 2006, 15, 2301-2304. 
 
NCBI homepage.  http://www.ncbi.nlm.nih.gov  2008. 
 
Ohri, D., and Ahuja, M.R. Giesma C-Banded Karyotype in Quercus ruba L. Silvae 
Genetica. 1990, 39, 216-219. 
 
Paux, E.; Tamasloukht, M.; Ladouce, N.; Sivadon, P.; Grima-Pettenati, J. Identification 
of Genes Preferentially Expressed During Wood Formation in Eucalyptus. Plant 
Molecular Biology. 2004,  55, 263-280. 
 
Pavy, N.; Laroche, J.; Bousquet, J., Mackay, J. Large-Scale Statistical Analysis of 
Secondary Xylem ESTs in Pine. Plant Molecular Biology. 2005, 57, 203-224. 
 
Pavy, N.; Paule, C.; Parsons, L.; Crow, J.A.; Morency, M.J.; Cooke, J.; Johnson, J.E.; 
Noumen, E.; Guillet-Claude, C.; Butterfield, Y.; Barber, S.; Yang, G.; Liu, J.; Stott, J.; 
Kirkpatric, R.; Siddiqui, A.; Holt, R.; Marra, M.; Seguin, A.; Retzel, E.; Bousquet, J.; 
Mackay, J. Generartion, Annotation, Analysis, and Database Integration of 16,500 White 
Spruce EST Clusters. BMC Genomic 2005, 6, 144-150. 
 
Rizzo, D.M.; Garbelotto, M.; Hansen, E.M. Phytophthera ramorum: Integrative Research 
and Management of and Emerging Pathogen in California and Oregon Forests 
Annual Review of Phytopathology. 2005, 43, 309-325. 
 
Rogers, Lynn. Effects of mast and berry crop failures on survival, growth, and 
reproductive success of black bears. North American Wildlife Conference. 1976, 41, 431-
438.  
 
Romero-Severson, J.; Aldrich, P.; Feng, Y.; Sun, W.; Michler, C. Chloroplast DNA 
variation of Northern Red Oak (Quercus rubra L.) in Indiana.  New Forests. 2003, 26, 
43-49. 
 
Sambrook, J.; Russell, D. Molecular Cloning: A Laboratory Manual, 3rd Ed.; Cold 
Spring Harbor Laboratory Press, New York, 2001. 
 
Samuels, A.L.; Kaneda, M.; Rensing, K.H. The cell biology of wood formation: from 
cambial divisions to mature secondary xylem.  Canadian Journal of Botany. 2006, 84, 
631-639. 
 
Sander, Ivan L. Quercus rubra L. northern red oak. Silvics of North America. Volume 2. 
Hardwoods. Agricultural Handbook 654. Washington, DC: U.S. Department of 
Agriculture, Forest Service: 1990, 727-733.  
Schlarbaum, S.E.; McConnell, J.L.; Barber, L.R.; Cox, R.A.; Grant, J.F.; Kormanik, Paul 
P.; La Farge, T.; Lambdin, P.L.; Oak, S.W.; Proffitt, C.K.; Rhea, J.R.; Tibbs, T. 
54 
 
 
 Research and Management in a Young Northern Red Oak Seedling Seed Orchard. Proc. 
22nd Southern Forest Tree Improvement Conf., Atlanta, GA. 1994, 52-58. 
Sieja, S.  Open Biosystems, Huntsville, AL.  Personal Communication, 2006.
 
Soares, M.B.; Bonaldo, M.F.; Jelene, P.; Su, L.; Lawton, L.; Efstratiadis, A. Construction 
and Characterization of a Normalized cDNA Library. Proceedings of the National 
Academy of Sciences USA. 1994, 91, 9228-9232. 
 
Soler, M.; Serra, O.; Molinas, M.; Huguet, G.; Fluch, S.; Figueras, M.  A Genomic 
Approach to Suberin Biosynthesis and Cork Differentation. Plant Physiology 2007, 144, 
419-431. 
 
Steiner, K.C.  Autumn predation of northern red oak seed crops;  10th  Central Hardwood 
Forest Conference.  USDA Forest Service General Technical Report  NE-197. 1995, 489-
494.  
 
Sterky, F.; Regan, S.; Karlsson, J.; Hertzberg, M.; Rohde, A.; Holmberg, A.; Amini, B.; 
Bhalerao, R.; Larsson, M.; Villaroel, R.; Montagu, M.V.;  Sandberg, G.; Olsson, O.; 
Teeri, T.; Boerjan, W., Gustafsson, P.; Uhlen, M.; Sundberg, B., Lundeberg, J. Gene 
Discovery in the Wood-Forming Tissues of Poplar: Analysis of 5,962 Expressed 
Sequence Tags. Proceedings of the National Academy of Sciences. 1998,  95, 13330-
13335. 
 
Swarbreck, D.; Wilks, C.; Lamesch, P.; Berardini, T.Z.; Garcia-Hernandez, M.; Foerster, 
H.; Li, D.; Meyer, T.; Muller, R.; Ploetz, L.; Radenbaugh, A.; Singh, S.; Swing, V.; 
Tissier, C.; Zhang, P.; Huala, E. The Arabidopsis Information Resource (TAIR): Gene 
Structure and Function Annotation. Nucleic Acids Research. 2007, 1, 1-6 
 
Taxbrowser. homepage http://www.ncbi.nlm.nih.gov/Taxonomy/ 2008. 
 
Tirmenstein, D.A.  Quercus rubra.  Online: 
http://www.fs.fed.us/database/feis/plants/tree/querub/all.html#REFERENCES. 1991 
 
Tuskan, G.A. et al.; The Genome of Black Cottonwood, Populus trichocarpra. Science. 
2006, 313 1596-1604. 
 
UniProt Consortium.  The Universal Protein Resource (UniProt). Nucleic Acids 
Research. 2006, 35, D193-D197. 
 
Vernoud, V.; Horton, A.C.; Yang, Z.; Nielsen, E. Analysis of the Small GTPase Gen  
Superfamily of Arabidopsis. Plant Physiology. 2003, 131, 1191-1208. 
  
Whittemore, A.T.; Schaal, B.A. Interspecific Gene Flow in Sympatric Oaks. Proceedings 
of the National Academy of Sciences.  1991, 88, 2540-2544 
 
55 
 
 
Wikstrom N., Savolainen V., Chase M..W Evolution of the angiosperms: 
calibrating the family tree. Proceedings of the Royal Society of London, Series B 
(Biological). 2001,  268, 2211–2220. 
 
Williamson, R.E.; Burn J.E.; Hocart, C.H. Towards the Mechanism of Cellulose 
Synthesis.  TRENDS in Plant Science. 2002, 7, 461-467. 
 
Withgott, J.  Fighting Sudden Oak Death with Fire? Science. 2004, 302, 1101. 
 
Zhu, W.; Schlueter, S.D.; Brendel, V.  Refined Annotation of the Arabidopsis Genome by 
Complete Expressed Sequence Tag Mapping.  Plant Physiology. 2003, 132, 469-484. 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
APPENDIX A: pExpress1 in FASTA Format 
 
 
56 
 
 
 
>pExpress1 o4117 bp 
CCATTCGCCATTCAGGCTGCGCAACTGTTGGGAAGGGCGATCGGTGCGGGCC CTTC T 
ATTACGCCAGCCAATACGCAAACCGCCTCTCCCCGCGCGTTGGCCGATTCATTA G G 
GATCGATCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCA 
GTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTAT 
AAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGG TCAGGG 
GGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGCTGATTA 
TGATCATGAACAGACTGTGAGGACTGAGGGGCCTGAAATGAGCCTTGGGACTGTGAAT T 
AAAATACACAAACAATTAGAATCACTAGCTCCTGTGTATAATATTTTCATAAATC TACT 
CAGTAAGCAAAACTCTCAAGCAGCAAGCATATGCAGCTAGTTTAACACATTATA ACTTA 
AAAATTTTATATTTACCTTAGAGCTTTAAATCTCTGTAGGTAGTTTGTCCAA TATGTCA 
CACCACAGAAGTAAGGTTCCTTCACAAAGATCCCAAGCTAGCAGTTTTCCCAGTCACGAC 
GTTGTAAAACGACGGCCAGTGCCTAGCTTATAATACGACTCACTATAGGGACCACTCCTC 
GAGGTTAATTAAGCGGCCGCGATATCCCGGGAATTCCGGACCGAAACTTGTTCTA A G 
TCACCTAAATAGGCCTAATGGTCATAGCTGTTTCCTGTGTGAAATTGTTATCCGCTCCGC 
GGCCTAGGCTAGAGTCCGGAGGCTGGATCGGTCCCGGTGTCTTCTATGGAGG CAAA CA 
GCGTGGATGGCGTCTCCAGGCGATCTGACGGTTCACTAAACGAGCTCTGCTTA A AGAC 
CTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTAC ACATTT 
TGGAAAGTCCCGTTGATTTTGGTGCCAAAACAAACTCCCATTGACGTCAATGGGGTGGAG 
ACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCA AACCG 
CATCACCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCA 
TAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGG 
GGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTAC AA TA 
CTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGT AT 
TATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGT AG 
TTATGTAACGACATGCATCTAATGAGTGAAAGGGCCTCGTACTACGCCTATTTTTATAGG 
TTAATGTCATGATAATAATGGTTTCTTAGACGTCAGGTGGCACTTTTCGGGGAAAT TGC 
GCGGAACCCCTATTTGTTTATTTTTCTAAATACATTCAAATATGTATCCGCATGAGAC 
AATAACCCTGATAAATGCTTCAATAATATTGAAAAACGCGCGAATTGCAAGCT TGCATT 
AATGAATCGGCCAACGCGCGGGGAGAGGCGGTTTGCGTATTGGGCGCTCTTC TCCT 
CGCTCACTGACTCGCTGCGCTCGGTCGTTCGGCTGCGGCGAGCGGTATCAGCTC CTCAA 
AGGCGGTAATACGGTTATCCACAGAATCAGGGGATAACGCAGGAAAGAACATGTGAGCAA 
AAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTC ATAGGC 
TCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGA 
CAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTC C TGTTC 
CGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGT GC TTT 
CTCAATGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAA GGGCT 
GTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCT G 
AGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTA 
GCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTA GGCT 
ACACTAGAAGGACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAA 
GAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTT T T 
GCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGAT TTTTCTA 
CGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGA ATTAT 
CAAAAAGGATCTTCACCTAGATCCTTTTAAATTAAAAATGAAGTTTTAAATC TCTAAA 
GTATATATGAGTAAACTTGGTCTGACAGTTACCAATGCTTAATCAGTGAGGCACCTATCT 
CAGCGATCTGTCTATTTCGTTCATCCATAGTTGCCTGACTCCCCGTCGTGTAGATAACTA 
CGATACGGGAGGGCTTACCATCTGGCCCCAGTGCTGCAATGATACCGCGAGACCCACGCT 
CACCGGCTCCAGATTTATCAGCAATAAACCAGCCAGCCGGAAGGGCCGAGCGCAGAAGTG 
GTCCTGCAACTTTATCCGCCTCCATCCAGTCTATTAATTGTTGCCGGGAAGCTAG TAA 
GTAGTTCGCCAGTTAATAGTTTGCGCAACGTTGTTGCCATTGCTACAGGCATCGTGGTGT 
CACGCTCGTCGTTTGGTATGGCTTCATTCAGCTCCGGTTCCCAACGATCAAG CGAGTTA 
CATGATCCCCCATGTTGTGCAAAAAAGCGGTTAGCTCCTTCGGTCCTCCGAT GTT TCA 
GAAGTAAGTTGGCCGCAGTGTTATCACTCATGGTTATGGCAGCACTGCATAA T TCTTA 
CTGTCATGCCATCCGTAAGATGCTTTTCTGTGACTGGTGAGTACTCAACCAAGTCATTCT 
GAGAATAGTGTATGCGGCGACCGAGTTGCTCTTGCCCGGCGTCAATACGGGATAATACCG 
57 
 
 
CGCCACATAGCAGAACTTTAAAAGTGCTCATCATTGGAAAACGTTCTTCGGGGCGAAAAC 
TCTCAAGGATCTTACCGCTGTTGAGATCCAGTTCGATGTAACCCACTCGTGCACCCAACT 
GATCTTCAGCATCTTTTACTTTCACCAGCGTTTCTGGGTGAGCAAAAACAGG GGCAAA 
ATGCCGCAAAAAAGGGAATAAGGGCGACACGGAAATGTTGAATACTCATACTCTTCCTTT 
TTCAATATTATTGAAGCATTTATCAGGGTTATTGTCTCATGAGCGGATACAT TTGAAT 
GTATTTAGAAAAATAAACAAATAGGGGTTCCGCGCACATTTCCCCGAAAAGTGCC CCTG 
AAATTGTAAACGTTAATATTTTGTTAAAATTCGCGTTAAATTTTTGTTAAATCAGCTCAT 
TTTTTAACCAATAGGCCGAAATCGGCAAAATCCCTTATAAATCAAAAGAATGACCGAGA 
TAGGGTTGAGTGTTGTTCCAGTTTGGAACAAGAGTCCACTATTAAAGAACGTGG TCCA 
ACGTCAAAGGGCGAAAAACCGTCTATCAGGGCGATGGCCCACTACGTGAACCATCACC T 
AATCAAGTTTTTTGGGGTCGAGGTGCCGTAAAGCACTAAATCGGAACCCTAGGGAGCC 
CCCGATTTAGAGCTTGACGGGGAAAGCCGGCGAACGTGGCGAGAAAGGAAGGG A AG 
CGAAAGGAGCGGGCGCTAGGGCGCTGGCAAGTGTAGCGGTCACGCTGCGCGTAACCAC A 
CACCCGCCGCGCTTAATGCGCCGCTACAGGGCGCGTC 
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Appendix B: PCR Product Electrophoresis Images 
 
 
 
 
 
 
Gel Electrophoresis of PCR Products for Clones 0001-0016 (left to right), DNA standard 
is Invitrogen 1 Kb ladder 
 
 
 
 
 
 
1018 bp 
1636 bp 
2036 bp 
3054 bp 
4072 bp 
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Gel Electrophoresis of PCR Products for Clones 0017-0032 
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Gel Electrophoresis of PCR Products for Clones 0033-0048 
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Gel Electrophoresis of PCR Products for Clones 0049-50, 55-68 
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Gel Electrophoresis of PCR Products for Clones 0069-0084 
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Gel Electrophoresis of PCR Products for Clones 0085-0100 
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Gel Electrophoresis of PCR Products for Clones 0051-0054, 0101-0114 
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Gel Electrophoresis of PCR Products for Clones 0115-0132 
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Gel Electrophoresis of PCR Products for Clones 0133-0150 
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Gel Electrophoresis of PCR Products for Clones 0151-0168 
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Gel Electrophoresis of PCR Products for Clones 0169-0186 
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Gel Electrophoresis of PCR Products for Clones 0187-0204 
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Gel Electrophoresis of PCR Products for Clones 0205-0222 
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Gel Electrophoresis of PCR Products for Clones 0223-0240 
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Gel Electrophoresis of PCR Products for Clones 0241-0258 
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Gel Electrophoresis of PCR Products for Clones 0259-0276 
 
 
 
 
 
74 
 
 
 
 
 
 
 
 
 
Gel Electrophoresis of PCR Products for Clones 02777-0294 
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Gel Electrophoresis of PCR Products for Clones 0295-0300 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
Gel Electrophoresis of PCR Products of Clones 0501
 
 
 
 
 
 
 
 
 
 
 
 
 
-0518 
76 
 
 
 
Gel Electrohporesis of PCR Products for Clones 0519
 
 
 
 
 
 
 
 
 
 
 
 
-0536 
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Appendix C: cDNA Size Calculations
 
 
 
 
Standards: 
distance 
mm size Log(bp) 
12 3.6098078 
17 3.484869 
25.5 3.3087778 
31 3.2137833 
41.5 3.0077478 
 
Log adjustment 
size bp 
sample 
# 
distance 
mm 
"=-
0.0201*(x)+3.8366
4072 1 36 3.113
3054 2 38 3.0728
2036 3 35.5 3.12305
1636 4 39 3.0527
1018 5 37 3.0929
6 30.7 3.21953
7 25 3.3341
8 29 3.2537
9 38 3.0728
10 26 3.314
11 39.5 3.04265
12 33.3 3.16727
13 27 3.2939
14 no product 
15 36 3.113
16 29.5 3.24365
78 
 
Sample 
size bp 
 "=10eX 
 1297.18 
 1182.50 
 1327.55 
 1129.02 
 1238.51 
 1657.79 
 2158.24 
 1793.49 
 1182.50 
 2060.63 
 1103.19 
 1469.84 
 1967.43 
 1297.18 
 1752.47 
 
 
Standards: 
distance 
mm 
size 
Log(bp) 
14.5 3.6098078 
20.5 3.484869 
30 3.3087778 
36 3.2137833 
 
 
 
 
 
 
Log adjustment 
size bp 
sample 
# 
distance 
mm y = -0.0184x + 3.8699 
4072 17 55 2.8579
3054 18 41 3.1155
2036 19 28.5 3.3455
1636 20 43.5 3.0695
21 45.5 3.0327
22 46 3.0235
23 27.8 3.35838
24 39 3.1523
25 45 3.0419
26 40 3.1339
27 no data 
28 43.7 3.06582
29 48 2.9867
30 42 3.0971
31 47.5 2.9959
32 38.2 3.16702
79 
Sample size 
bp 
"=10eX 
 720.94 
 1304.67 
 2215.64 
 1173.55 
 1078.20 
 1055.60 
 2282.34 
 1420.04 
 1101.29 
 1361.13 
 1163.64 
 969.84 
 1250.55 
 990.60 
 1468.99 
 
 
 
Standards: 
distance 
mm 
size 
Log(bp) 
11.3 3.6098078 
16.2 3.484869 
25 3.3087778 
30 3.2137833 
 
 
 
 
 
 
Log adjustment 
size bp 
sample 
# 
distance 
mm y = -0.021x + 3.8367 
4072 33 39.5 3.0072
3054 34 32 3.1647
2036 35 37 3.0597
1636 36 38 3.0387
37 38.5 3.0282
38 40.7 2.982
39 39 3.0177
40 40 2.9967
41 20.4 3.4083
42 42.5 2.9442
43 40.7 2.982
44 33.8 3.1269
45 40.3 2.9904
46 41 2.9757
47 24.2 3.3285
48 34 3.1227
80 
Sample size 
bp 
"=10eX 
 1016.72 
 1461.17 
 1147.36 
 1093.20 
 1067.09 
 959.40 
 1041.60 
 992.43 
 2560.35 
 879.43 
 959.40 
 1339.37 
 978.14 
 945.58 
 2130.59 
 1326.48 
 
 
 
Standards: 
distance 
mm 
size 
Log(bp) 
10.8 3.6098078 
15.8 3.484869 
23.8 3.3087778 
28.7 3.2137833 
 
 
 
 
 
 
Log adjustment 
size bp sample # 
distance 
mm y = -0.0221x + 3.8415
4072 49 30 
3054 50 
2036 55 32 
1636 56 31 
57 31 
58 36 
59 41.8 2.91772
60 36.9 3.02601
61 40.5 2.94645
62 38.8 2.98402
63 33.3 3.10557
64 30 
65 39 
66 39.7 2.96413
67 32 
68 33.2 3.10778
81 
Sample 
size bp 
 "=10eX 
3.1785 1508.34 
3.1343 1362.39 
3.1564 1433.51 
3.1564 1433.51 
3.0459 1111.48 
 827.41 
 1061.72 
 884.00 
 963.87 
 1275.18 
3.1785 1508.34 
2.9796 954.11 
 920.73 
3.1343 1362.39 
 1281.68 
 
 
 
Standards: 
distance 
mm 
size 
Log(bp) 
11 3.6098078 
15.1 3.484869 
23 3.3087778 
28 3.2137833 
38.2 3.0077478 
 
 
 
 
 
 
Log adjustment 
size bp 
sample 
# 
distance 
mm y = -0.0218x + 3.8266
4072 69 33.3 3.10066
3054 70 36 3.0418
2036 71 19 3.4124
1636 72 37.7 3.00474
1018 73 38 2.9982
74 28.5 3.2053
75 32 
76 35.5 3.0527
77 31 3.1508
78 19.8 3.39496
79 24.1 3.30122
80 32 
81 29 3.1944
82 27.2 3.23364
83 35 3.0636
84 33.2 3.10284
82 
Sample 
size bp 
 "=10eX 
 1260.84 
 
 2584.64 
 1010.97 
 995.86 
 1604.35 
3.129 1345.86 
 1129.02 
 1415.14 
 2482.90 
 2000.88 
3.129 1345.86 
 1564.59 
 1712.54 
 1157.71 
 1267.18 
 
 
 
Standards: 
distance 
mm 
size 
Log(bp) 
11 3.6098078 
15.5 3.484869 
23 3.3087778 
28 3.2137833 
37.8 3.0077478 
 
 
 
 
 
 
Log adjustment 
size bp 
sample 
# 
distance 
mm y = -0.0222x + 3.8372
4072 85 23.5 3.3155
3054 86 36 3.038
2036 87 29.8 3.17564
1636 88 33.2 3.10016
1018 89 36.3 3.03134
90 34 3.0824
91 50.4 2.71832
92 30 3.1712
93 37.8 2.99804
94 38 2.9936
95 35.2 3.05576
96 20 3.3932
97 28.5 3.2045
98 37 3.0158
99 24 3.3044
100 30.5 3.1601
83 
Sample 
size bp 
 "=10eX 
 2067.76 
 1091.44 
 1498.44 
 1259.39 
 1074.83 
 1208.93 
 522.78 
 1483.20 
 995.50 
 985.37 
 1137.00 
 2472.86 
 1601.40 
 1037.05 
 2015.58 
 1445.77 
 
 
 
Standards: 
distance 
mm 
size 
Log(bp) 
11 3.6098078 
15.7 3.484869 
23 3.3087778 
28 3.2137833 
38 3.0077478 
 
 
 
 
Log adjustment 
size bp 
sample 
# 
distance 
mm y = -0.0221x + 3.8373
4072 51 31 3.1522
3054 52 37 3.0196
2036 53 34.2 3.08148
1636 54 32.4 3.12126
1018 101 33 3.108
102 35.2 3.05938
103 32.3 3.12347
104 33.1 3.10579
105 34 3.0859
106 38 2.9975
107 36.5 3.03065
108 34.2 3.08148
109 26 3.2627
110 37 3.0196
111 27.4 3.23176
112 37 3.0196
113 36.8 3.02402
114 35 3.0638
84 
Sample size 
bp 
 "=10eX 
 1419.71 
 1046.16 
 1206.37 
 1322.09 
 1282.33 
 1146.52 
 1328.83 
 1275.82 
 1218.71 
 994.26 
 1073.12 
 1206.37 
 1831.05 
 1046.16 
 1705.14 
 1046.16 
 1056.87 
 1158.24 
 
 
 
Standards: 
distance 
mm 
size 
Log(bp) 
10.7 3.6098078 
14.7 3.484869 
21.2 3.3087778 
25.5 3.2137833 
3.0077478 
 
 
 
 
Log adjustment 
size bp 
sample 
# 
distance 
mm y = -0.0268x + 3.8872
4072 115 32 3.0296
3054 116 25.3 3.20916
2036 117 35 2.9492
1636 118 34.4 2.96528
1018 119 26.2 3.18504
120 22 3.2976
121 37.8 2.87416
122 no product 
123 31.3 3.04836
124 36.1 2.91972
125 30 3.0832
126 34.5 2.9626
127 35.2 2.94384
128 35 2.9492
129 35.8 2.92776
130 26.2 3.18504
131 33.5 2.9894
132 34.8 2.95456
85 
Sample 
size bp 
 "=10eX 
 1070.53 
 1618.68 
 889.61 
 923.17 
 1531.23 
 1984.27 
 748.45 
 1117.79 
 831.23 
 1211.16 
 917.49 
 878.70 
 889.61 
 846.76 
 1531.23 
 975.89 
 900.66 
 
 
 
Standards: 
distance 
mm 
size 
Log(bp) 
10 3.6098078 
14 3.484869 
20.8 3.3087778 
24 3.2137833 
33 3.0077478 
 
 
 
Log adjustment 
size bp 
sample 
# 
distance 
mm y = -0.0261x + 3.8571
4072 133 26 3.1785
3054 134 25.4 3.19416
2036 135 32 3.0219
1636 136 31.3 3.04017
1018 137 26.4 3.16806
138 42 2.7609
139 28 3.1263
140 34 2.9697
141 33.2 2.99058
142 31.6 3.03234
143 30.8 3.05322
144 34.1 2.96709
145 36 2.9175
146 32.5 3.00885
147 31.1 3.04539
148 29 3.1002
149 34 2.9697
150 27.8 3.13152
86 
Sample size 
bp 
 "=10eX 
 1508.34 
 1563.72 
 1051.72 
 1096.91 
 1472.52 
 576.63 
 1337.52 
 932.61 
 978.54 
 1077.31 
 1130.37 
 927.02 
 826.99 
 1020.59 
 1110.17 
 1259.51 
 932.61 
 1353.69 
 
 
 
Standards: 
distance 
mm 
size 
Log(bp) 
9 3.6098078 
12.8 3.484869 
19.5 3.3087778 
24 3.2137833 
34 3.0077478 
 
 
 
 
Log adjustment 
size bp 
sample 
# 
distance 
mm y = -0.0238x + 3.7976
4072 151 31 3.0598
3054 152 31.1 3.05742
2036 153 25 3.2026
1636 154 27.2 3.15024
1018 155 29.2 3.10264
156 33 3.0122
157 22.3 3.26686
158 26.8 3.15976
159 32 3.036
160 23.2 3.24544
161 27 3.155
162 34.7 2.97174
163 31 3.0598
164 35 2.9646
165 34 2.9884
166 27.2 3.15024
167 29.3 3.10026
168 32 3.036
87 
Sample size 
bp 
 "=10eX 
 1147.62 
 1141.35 
 1594.41 
 1413.32 
 1266.60 
 1028.49 
 1848.67 
 1444.64 
 1086.43 
 1759.71 
 1428.89 
 937.00 
 1147.62 
 921.72 
 973.64 
 1413.32 
 1259.68 
 1086.43 
 
 
 
Standards: 
distance 
mm 
size 
Log(bp) 
13 3.6098078 
18 3.484869 
25.8 3.3087778 
30.5 3.2137833 
40.5 3.0077478 
 
 
 
 
Log adjustment 
size bp 
sample 
# 
distance 
mm y = -0.0218x + 3.8819
4072 169 36.8 3.07966
3054 170 30 3.2279
2036 171 37.6 3.06222
1636 172 29 3.2497
1018 173 38.3 3.04696
174 32.2 3.17994
175 22.8 3.38486
176 37 3.0753
177 34 3.1407
178 36.3 3.09056
179 32.2 3.17994
180 36.4 3.08838
181 37 3.0753
182 33.1 3.16032
183 29 3.2497
184 42.8 2.94886
185 30 3.2279
186 37 3.0753
88 
Sample size 
bp 
 "=10eX 
 1201.32 
 1690.05 
 1154.04 
 1777.05 
 1114.19 
 1513.35 
 2425.83 
 1189.32 
 1382.61 
 1231.86 
 1513.35 
 1225.69 
 1189.32 
 1446.51 
 1777.05 
 888.91 
 1690.05 
 1189.32 
 
 
 
Standards: 
distance 
mm 
size 
Log(bp) 
8 3.6098078 
11 3.484869 
17.3 3.3087778 
21.5 3.2137833 
30.3 3.0077478 
 
 
 
 
Log adjustment 
size bp 
sample 
# 
distance 
mm y = -0.0264x + 3.7903
4072 187 29.5 3.0115
3054 188 26.8 3.08278
2036 189 24.1 3.15406
1636 190 22.2 3.20422
1018 191 20 3.2623
192 25.2 3.12502
193 25.8 3.10918
194 20.7 3.24382
195 27.9 3.05374
196 30 2.9983
197 24 3.1567
198 30.2 2.99302
199 27.3 3.06958
200 28 3.0511
201 33 2.9191
202 10 3.5263
203 13.7 3.42862
204 25 3.1303
89 
Sample size 
bp 
 "=10eX 
 1026.83 
 1209.99 
 1425.80 
 1600.37 
 1829.36 
 1333.58 
 1285.82 
 1753.15 
 1131.72 
 996.09 
 1434.50 
 984.06 
 1173.76 
 1124.86 
 830.04 
 3359.70 
 2683.00 
 1349.90 
 
 
 
Standards: 
distance 
mm 
size 
Log(bp) 
11 3.6098078 
16.9 3.484869 
24.9 3.3087778 
29.6 3.2137833 
39.5 3.0077478 
 
 
 
 
Log adjustment 
size bp 
sample 
# 
distance 
mm y = -0.0212x + 3.8409
4072 205 34.8 3.10314
3054 206 36 3.0777
2036 207 34.5 3.1095
1636 208 38 3.0353
1018 209 19.8 3.42114
210 37 3.0565
211 27.8 3.25154
212 35.1 3.09678
213 37.1 3.05438
214 43.3 2.92294
215 32 3.1625
216 29.3 3.21974
217 29.8 3.20914
218 39 3.0141
219 37.8 3.03954
220 36.5 3.0671
221 37 3.0565
222 39 3.0141
90 
Sample size 
bp 
 "=10eX 
 1268.06 
 1195.91 
 1286.77 
 1084.68 
 2637.18 
 1138.94 
 1784.60 
 1249.63 
 1133.39 
 837.41 
 1453.78 
 1658.59 
 1618.60 
 1033.00 
 1095.32 
 1167.08 
 1138.94 
 1033.00 
 
 
 
Standards: 
distance 
mm 
size 
Log(bp) 
12.7 3.6098078 
17.2 3.484869 
25.1 3.3087778 
30 3.2137833 
40 3.0077478 
 
 
 
 
Log adjustment 
size bp 
sample 
# 
distance 
mm y = -0.0218x + 3.8696
4072 223 31.5 3.1829
3054 224 38 3.0412
2036 225 36.4 3.07608
1636 226 28.5 3.2483
1018 227 28.8 3.24176
228 29.1 3.23522
229 25.5 3.3137
230 36.6 3.07172
231 39 3.0194
232 35.2 3.10224
233 32.5 3.1611
234 37.5 3.0521
235 24 3.3464
236 41.2 2.97144
237 43 2.9322
238 39 3.0194
239 34.4 3.11968
240 40.5 2.9867
91 
Sample size 
bp 
 "=10eX 
 1523.70 
 1099.51 
 1191.46 
 1771.33 
 1744.86 
 1718.78 
 2059.21 
 1179.56 
 1045.68 
 1265.44 
 1449.11 
 1127.46 
 2220.24 
 936.35 
 855.46 
 1045.68 
 1317.29 
 969.84 
 
 
 
Standards: 
distance 
mm 
size 
Log(bp) 
11.2 3.6098078 
16 3.484869 
23.8 3.3087778 
28.5 3.2137833 
38.3 3.0077478 
 
 
 
 
 
 
Log adjustment 
size bp 
sample 
# 
distance 
mm y = -0.022x + 3.8445 
4072 241 no product 
3054 242 21.9 3.3627
2036 243 32 3.1405
1636 244 34.2 3.0921
1018 245 37 3.0305
246 33.5 3.1075
247 34 3.0965
248 36 3.0525
249 28.3 3.2219
250 28.3 3.2219
251 36 3.0525
252 40 2.9645
253 39 2.9865
254 39.5 2.9755
255 31.8 3.1449
256 42 2.9205
257 36.9 3.0327
258 40.2 2.9601
92 
Sample size 
bp 
"=10eX 
 2305.15 
 1381.97 
 1236.23 
 1072.75 
 1280.86 
 1248.82 
 1128.50 
 1666.86 
 1666.86 
 1128.50 
 921.51 
 969.39 
 945.15 
 1396.05 
 832.72 
 1078.20 
 912.22 
 
93 
 
 
Standards: Log adjustment 
Sample size 
bp 
distance 
mm 
size 
Log(bp) size bp 
sample 
# 
distance 
mm y = -0.0222x + 3.8548 "=10eX 
12 3.6098078 4072 259 34 3.1 1258.93 
16.3 3.484869 3054 260 36.8 3.03784 1091.04 
24.2 3.3087778 2036 261 0 3.8548 7158.14 
29.1 3.2137833 1636 262 36 3.0556 1136.58 
39 3.0077478 1018 263 30 3.1888 1544.54 
264 37.8 3.01564 1036.67 
265 40.5 2.9557 903.03 
266 32.8 3.12664 1338.57 
267 36.8 3.03784 1091.04 
268 34 3.1 1258.93 
269 24 3.322 2098.94 
270 38.5 3.0001 1000.23 
271 36.2 3.05116 1125.02 
272 29.3 3.20434 1600.81 
273 32.2 3.13996 1380.26 
274 30.4 3.17992 1513.28 
275 39 2.989 974.99 
276 35 3.0778 1196.19 
 
 
 
 
 
 
y = -0.022x + 3.854
R² = 0.996
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Standards: 
distance 
mm 
size 
Log(bp) 
11.1 3.6098078 
15.4 3.484869 
22.8 3.3087778 
27.3 3.2137833 
37 3.0077478 
 
 
 
 
Log adjustment 
size bp 
sample 
# 
distance 
mm y = -0.023x + 3.8481 
4072 277 27 3.2271
3054 278 35 3.0431
2036 279 26 3.2501
1636 280 30 3.1581
1018 281 34 3.0661
282 26 3.2501
283 32 3.1121
284 20.3 3.3812
285 26 3.2501
286 31 3.1351
287 33 3.0891
288 0 3.8481
289 27.5 3.2156
290 26 3.2501
291 33.5 3.0776
292 35 3.0431
293 37 2.9971
294 33.3 3.0822
94 
Sample 
size bp 
"=10eX 
 1686.94 
 1104.33 
 1778.69 
 1439.13 
 1164.39 
 1778.69 
 1294.49 
 2405.47 
 1778.69 
 1364.90 
 1227.72 
 7048.55 
 1642.86 
 1778.69 
 1195.64 
 1104.33 
 993.34 
 1208.37 
 
 
 
Standards: 
distance 
mm 
size 
Log(bp) 
10 3.6098078 
13 3.484869 
18.8 3.3087778 
22.3 3.2137833 
29.7 3.0077478 
 
 
 
 
 
 
 
 
 
 
 
 
Log adjustment 
size bp 
sample 
# 
distance 
mm y = -0.0301x + 3.8891
4072 295 23.5 3.18175
3054 296 24 3.1667
2036 297 30 2.9861
1636 298 23.5 3.18175
1018 299 25.2 3.13058
300 30.2 2.98008
95 
Sample size 
bp 
 "=10eX 
 1519.67 
 1467.91 
 968.50 
 1519.67 
 1350.77 
 955.17 
 
 
 
Standards: 
distance 
mm 
size 
Log(bp) 
25 3.6098078 
35 3.484869 
49 3.3087778 
57 3.2137833 
0 3.0077478 
 
 
 
 
Log adjustment 
size bp 
sample 
# 
distance 
mm "=-0.0124*(x)+3.9194
4072 501 56.5 3.2188
3054 502 72 3.0266
2036 503 45 3.3614
1636 504 53.5 3.256
1018 505 67.5 3.0824
506 49 3.3118
507 58 3.2002
508 60.5 3.1692
509 48 3.3242
510 64.5 3.1196
511 58.5 3.194
512 66 3.101
513 56 3.225
514 65 3.1134
515 63 3.1382
516 56.5 3.2188
517 65 3.1134
518 71.5 3.0328
96 
Sample size 
bp 
 "=10eX 
 1655.01 
 1063.16 
 2298.26 
 1803.02 
 1208.93 
 2050.22 
 1585.62 
 1476.39 
 2109.60 
 1317.04 
 1563.15 
 1261.83 
 1678.80 
 1298.37 
 1374.67 
 1655.01 
 1298.37 
 1078.45 
 
 
 
Standards: 
distance 
mm 
size 
Log(bp) 
15 3.6098078 
20 3.484869 
28 3.3087778 
33.7 3.2137833 
45 3.0077478 
 
 
 
 
Log adjustment 
size bp 
sample 
# 
distance 
mm "=-0.0199*(x)+3.8882
4072 519 35 3.1917
3054 520 45 2.9927
2036 521 48 2.933
1636 522 47.5 2.94295
1018 523 44 3.0126
524 39 3.1121
525 46 2.9728
526 49 2.9131
527 34.5 3.20165
528 41 3.0723
529 42 3.0524
530 44.5 3.00265
531 46 2.9728
532 36 3.1718
533 32 3.2514
534 43 3.0325
535 44.5 3.00265
536 43.2 3.02852
97 
Sample size 
bp 
 "=10eX 
 1554.89 
 983.33 
 857.04 
 876.90 
 1029.44 
 1294.49 
 939.29 
 818.65 
 1590.93 
 1181.14 
 1128.24 
 1006.12 
 939.29 
 1485.25 
 1784.02 
 1077.71 
 1006.12 
 1067.87 
 
98 
 
 
APPENDIX D: Chromatogram of Clone 0943 
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106 
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Appendix E: Unique NRO cDNA Sequences in FASTA Format 
 
 
>CONTIG\1 
TCTCTCTATCTCCCTTAGTTTCTTTGAACACTCCAAAACCTTGAACTTTAGCAATTTCCGATTCAAAAAT 
GTATGGACAGAGCTCTACAGAGTCCGATTTTGCTCTTCTTGAGTCGATTCGCCGG ATCTACTAGGCGAG 
ACTGAAGTGGGTTCTTCGGGAAACGGTCCGATTTTCGGTCGGAGCTCCAGTTTCGGTAGCTTGTATCCTT 
GTCTCACCGAAAACTGGGGCGAGTTGCCACTCAAAGAAGACGATTCGGAGGA ATGGT CTCTACGGTGT 
TCTCCGTGACGCCGTCAATGTTGGCTGGGTTCCATTCCCTGCTCTCGCTCCGGTAC ACTGAGTCTTTC 
AATTTCGGATCCCAAGTAATAAAATCCGAACCCGATGTGTTCGTTTCGGTGAAATCCGAGCCCGAAATCT 
TGCCGGAAACTAAGGCGGTTCAGGCGGTGGCGCCGCCGCATAAGGCGGAGCCTGCGGTGGTTCCGTCGAA 
GGGGAAGCATTATAGGGGTGTGAGGCAAAGACCTTGGGGGAAGTTCGCGGCGA ATTCGTGACCCGGCT 
AAGAACGGCGCCCGGGTTTGGCTCGGAACTTTCGAAACAGCTGAAGACGCCGCCCTGGCTTACGACCGCG 
CCCGCTTACAGGATGCGCGGCTCACGCGCCTTGCTCAATTTCCCACTCCGGGTCAACTCGGGCGAGCCTG 
ACCCGGTGAGGGTGACATCAAAGCGGGCATCGCCCGAACCCACTTCCTCGAT ATCGGTTGATAGCGT 
GTCGCCGAAGCGGCGGAGGAAGGCTGATTTCATGGTGGCTCAGAAGGTGAATCA GCTCAGGCTCA 
 
>CONTIG\2 
GATCGAAGTCAAGATCGAAGACAAAGACGAACTCGAACAAGCCCGCAAACACGCC CGCCACCAACACC 
ACTTCCGCCAGCGCCACTACCACCACCGCTCTCCTCCACCACCTCGATCGCACAACAACAAAGACCCCT 
CTTCCGTCCAAAACCGCATCGGCCTCTCCTCCCAATAAAAATGGAAGTCGAGGTCAAGCTGCGGCTTCCT 
GACGCCGTGGCCCTCCGCCACGTCACCACACTCCTCTCCCCATTCCACGTCGCCACC ACCGCCAAGAGA 
ACCACTTCTTCGACGGCTCTTCCGGCGAGCTCTCATCCCGCCGAGCCACCCTCCGTCT CGATTCTCCGA 
CACCGACCCTCTCTGCGTCGTCACTCTCAAGGCCAAAGCCGTCATCGTCGACG CGTCAGCCGCGTCGAG 
GAGGACGAGGAACCGTTGGACCCGTCGATCGGAAAAGACTGCGTGGCGGAGCC GA AGATTCTTTCGA 
GCGCGGCGGAGTCTAGGGTTTTGAGGAGGGCGAAGGAGGAGTTCGGGGCGCTA TTTGTGGGGTTAGG 
AGGGTTTGGGAATGTGAGGGAAGTGTATGAGTGGAAAGGTTTGAAATTGGAGG ATGAGACTGATTTC 
GGGTTTGGGACTCTGTATGAGATTGAATGCGAAAGTAGTGATCCTGAGGAGGCCAAGAAATTGATCGAAG 
AGTTTCTCAAAGACAATGGGATCGATTATTCTTACTCTGTCACCTCCAAGTT GC ATTTTTTCGCTCCG 
GGAACCTGCCAGGCTATCCCAGACAATGATTATCGGTGGATAGCGACTAGTGGT AAAGATGTCCGGG 
TGATGAAGCAAGGTTTAAAATTAGACTCATAAAGAGAACGATTTTCTTTCCCTCAACCTCAAGCATCTT 
A 
 
>CONTIG\3 
CCCAATTTTAACCAAAATACCCAATATATCTCATTCTTAAAATATATTTCTCTCTCTGCAAAAACAAGAA 
AAAGAAATCATGGGTTTCAAATCCCTTTTCCACCGTAAAAAGAAAACCGATT CCCAACAATCTTTCTG 
TCAATTCATCGACGACAACAACCACAGCTACAAATTCAAACACGAACTCAGGG GCTAGAGACACCAAC 
CCAGATGGCGGAACTCGAACAAGTGTTCAAGAAATTCGATGTCAATGGAGACGGCAAGATCTCGGCCTCT 
GAATTGGGATCCATCATGGGAAGCTTAGGCCACCCAGCCACAGAGGAAGAGCTCGAA AGATGATTGTCG 
AGGTGGACGCTGACGGTGATGGGTTTATCGACCTGAACGAGTTCGTGGAACTGAAC CAAAGGGCGTGGA 
TTCCAACGAGGCCATGGAGAATCTGAAAGAGGCGTTTTCGGTTTACGACATGGATGGAAATGGAGTCATA 
TCGGCGGACGAATTGCAGAAAGTGATGAGGAGTTTGGGGGATGACTGCTCCCTG CGAGTGCAAGAAGA 
TGATCAGCGGTGTCGATAGAAACGGAGATGGGTTTATCAGTTTCGATGAGTTTAAG CATGATGATGAT 
GGGTTCTCGCCAAGACTTGATGGAACCTCCACCTCCCAGAGAAGTTACTGTTTAATAT TCTGATTTTAT 
TTTGGGTTTGTTTTTCCTCTTCTTGATCCACTAATCTAAATCTAATCTGGGT TTTCTGAAAAGAAAAAA 
GGAAAAACCTACTCTGGGTTGTTTTTCTTTTACGTTTGGCTGTTTGGAGATTT TG TTGGTAGGTGGTT 
GTTGGTGAAGATTTGTGAATATTTTGAGATCCACGACC 
 
>CONTIG\4 
GTTGCTTATAAAGGATTGCTAAACCCTAGTTCTACTTGGTTAGAAAACTCTT GCCTTATTACAAAAA 
TAACCTTGCTTCCAAATTAAAATACTATTAGCCTAATAAACTACTAGAATCT AACATAAAAATACAAT 
TGACTTGCAAATATAAATAATACTAAATAATAATCTTCTTGCATCTTTTGCATCA TACTCCATCTGAAA 
TTGTGTCCCCCAAAAAACCATCTCAGAAGATCAAGTTCCTCTTCTTGCTTGAC CACCAGGCACTTTCAC 
TACAATCTCATAGGGCCATAGAACCAAGAAAATAATCTTCACTTTACAAGCGCGGTTCTTCGAATTCATT 
TTGCACCCGTTGCAGTCCCCAAATTAGCCTCCCAACGTTGTTGATGCAACCCAAGCAGGAGGAGGCCAAA 
ACAGCTTCAAATATTCTGGATAATCCCCCAAAGGTCTAATACTTCCATTATTAA CAGATACACCTAT 
108 
 
 
TTTCCTATTCCTGAAAACCCCATCACTGCTACCACCTTCTTCGCAGTTCCCA GAAGTTACCCGTGAAA 
AATATGCAATTCCCTTTACCATTTCACAACCCGACAACACTGAAGCCGGGGG AAAATGTGCAATTGTC 
TCCCAAAAACAACACCCGATCCCCCAAACTCTTCACCTCCACCCACTTCTTCCC TCCCAATCCAACCCG 
AAAACCTTAAACCGCACCATCCTCCCCCCACTAATCCTATCTGAAAAAGCCTC TCAACATCCTTAGCAC 
CACCATCCACGTCGTCAGACACCGCACTCAAACACACATTAACCAACAACATTG CA 
 
>CONTIG\5 
CTTCCTATGCAGGAAATGGTGGAGTGGGAGAACAAGAGTAGAATTCCTGGGAAAATGCACGCTTGTGGAC 
ATGATGCTCATGTTGCAATGCTTCTTGGAGCTGCAAAGATACTTCAAGAGCCCGTGAAGAGATAAAGGG 
AACAGTTGTACTTGTTTTCCAACCAGCTGAGGAAGGTGGTGGAGGGGCTTTAAG GATAGATGAGGGG 
GTGTTAGAGAACGTAAATGCTATCTTTGGTTTGCACGTTTCATCTAACTTAGCAGTGGGTGAAGTGCACT 
CCAAAGCTGGTCCCATAGGGGCTGGGAACGGTTTCTTTGAAGCTGTCATAATGG AGGAGGTCATGC 
GGCCATTCCTCAGCACTCTGTAGACCCAATATTGGCAGCCTCTAATGTGATTGT AGCTTACAACATCTT 
GTTTCACGTGAAGCTGATCCTCTGGACCCACAGGTAGTTACAGTTGCGAAAT C GGAGGTGGTGCAT 
TCAATGTTATTCCAGATTCTGTAACAATTGGTGGCACTTTTCGTGCATTTTTAAGGAAAGTTTTATGCA 
ACTCCGATATCGCATTGAGGAGGTTATCAGAGGGCAGGCCGCTGTGCAGAGGTGCAAT CAACAGTGGAT 
TTTTTCACAGAAGCGAAACTATTCTACCCTCCAAACCATAAACCACAAAGGTTGCATGAGCACTTCCTA 
AATGTTGCTGGGGATATGATTGGCATTCATAAAGTGAAGGATGTTAAACCGTTGATGGGATCTGAAGATT 
TTGCATTTTACCAGGAGGTCATACCTGGATACTTCTTCTTACTTGGAATGCAG ATGTGACACGTGGACG 
GCTAGAATCAGAGCATTCACCATACTACCAAGTCAACGAAGATGCATTTCC 
 
>CONTIG\6 
CCTCTAGAGTCGACCTGCAGGCATGCAAGCTTGAGTATTCTATAGTGTCACC AAATAGCTTGGCGTAAT 
CATGGTCATAGCTGTTTCCTGTGTGAAATTGTTATCCGCTCACAATTCCACACAACATACGAGCCGGAAG 
CATAAAGTGTAAAGCCTGGGGTGCCTAATGAGTGAGCTAACTCACATTAATTGCGTTGCGCTCACTGCCC 
GCTTTCCAGTCGGGAAACCTGTCGTGCCAGCTGCATTAATGAATCGGCCAACG GGGGAGAGGCGGTT 
TGCGTATTGGGCGCTCTTCCGCTTCCTCGCTCACTGACTCGCTGCGCTCGGTCG TCGGCTGCGGCGAGC 
GGTATCAGCTCACTCAAAGGCGGTAATACGGTTATCCACAGAATCAGGGGAT AC C GGAAAGAACATG 
TGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTT TCCATAGGCTCC 
GCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAG 
ATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATAC 
CTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGT G TATCTCAGTTCGG 
TGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATC 
CGGTAACTATCGTCTTGAGTCCAACCC 
 
>CONTIG\7 
AGTCAGAATATTGGCATGAACCTTTATCATTTGAAAGGAACAATATTCCTTCAA GCCTTAAATGGACA 
TTCTATCCTCGAATTCAAGCAAACAATTGATAGGATATGATCACGTAGTAAA A CTCATCTCCTCATC 
CAAATTCCCATACAAAAAGATATAGGTATTGACTTCTACACAAAATAAAGGGTTGAATAGTAAACAGAAA 
CAAAAACACTCAAGCTTCGCAGACCAATCAACCATGAGTCTTGAACTTGAAAAAGG CAAGGGCAGATCA 
TGTCCCTGCGTTCCTACGGCCAACACGAGCAACAAAACCAGCTTTAATTGGAGCAACTGATCGTCCAGAA 
CCGCACTTCTCGCATCGGAGAAAGAAGAGACGGTTCTCCTTTGAAAGTATAGT C GGACTTTTGCACC 
CAATGCAAATAACATACTCATTGACGTATCGGCGCAGGATTCCTTCAAAATTCTTAGGTGCAAATCTTCC 
CTTCACAACTAATCTTTGCTGCCCATCAAGTGAACCACTTGTCCCCAGTTCAGCAAGCAAGAAAGCCATG 
ACATGGTCTGGCTGCCGATGCATTGTCTTGCAAAGGTCCATGAAATTCACAAGACAGTTTTCTTTGTGC 
CCTCCCGAAGAACTTGCGGAGGCCTCATAACAGTCCTACGCCTATCTCCTGC AG CTGGATTATTCTC 
CCGAAGAATGTTAAACACCCTGCCAAGAAGCTCCTCGTATTCATAATCACGGT TTTCTTCCCAAGGA 
TAACGTGGTTGTAGTGATATTCCTTGTCCTTCTTCATCCTCACCAATGTGATC TCCAAATCTTCCCCAG 
CATCCCCACTCTCATCATTTAAGGAACTGACTTCAACTGGCTTCTTCTTCTT TCAAACCAGAGAA 
CGTACTTTCCAGCCCATCAGAAACTGACAAGTTTTCAGTCTTCTCAGCTAACTGTCCACAGA 
 
>CONTIG\8 
AGCCACATAGAATTCTTTATTATTTTACAAAATGTTGTTTATAACATAGTATACAACATGCACTGTAGGA 
AAAAAAAAAAAAAACTTTGAGATATGAGCTAGTTAGGCTTCATGACAATTGACGGTACCAAATGCTCATA 
CAGATATAGAGGGTGAAATTTTGAAGTCCAGATCCCAAAAATCAAAGGTTCCCTTAACAAAATCATAGTG 
GGCACCCTTCAAAGCTAGTGTTTTCTTCACCAAACCATCTCTCACAAATGGT TCAATAGGTTTCCC 
AGTGATACATTCACAGCCTCCTTCTCGCAGTTGGTGCACTGCTCCGAGAAATTA CCCACTGTATTCTG 
109 
 
 
CCTTAACCTTGGCCTTTGCAGGTGAGCAGATTTGGACCCAATGCTCTATGAAA CACTTTGGGTGGTCCC 
ATCATCAGCGATGGACATGAGCCCCTTTATACCACCACAACAGCTGTGTCCAA A AACAATATGTTCC 
ACCTTCAGATGCAGTACTGCATATTCGATGGCCGCCCCCACTCCTGAATACTTG CTTGTCAAATGGTG 
GGACCATGTTGGCGATATTTCGTATCATAAAGGCCTCCCCAGGTTGGAAATCAGG ATGTGAGGGGCA 
AACCCGAGAGTCTGAGCATGCAAATACCATAAACTTGGGCTTTTGGCCTTTGGCAAGTTCATCGTACAAC 
TCAGGATTCTTCTCAAATTTCTCTTTCTTGAAGTGGATGAACCCGGTTTTGA CCTATCAACCGGGTCAA 
ACTGGTTCGAACCGGCCTTCTCCAACTCCGCCGTTATCTGCTTGATCTTGGCGGC CGACATCCCCGAG 
ATCAGCTTTGTCACTGAGAAGCTTCGTGAGTCCTGCTATGGCCTCCTCGTATGA TC GTAGTTGCCATG 
TCTTCTTGTTTCTTTATC 
 
>CONTIG\9 
TTTCTGTTCGAACCCATTCAAGGAGAGGCTGGGGTTGTAATTCCTCCAGATGGTTAT TAAAATCTGTCA 
GAGATCTGTGCTCAAAATATAATGTTTTAATGATTGCTGATGAGGTGCAATCTGGCTTAGCACGAACAGG 
AAAAATGCTGGCTTGTGATTGGGAAGAAGTGCGCCCAGATGTAGTGATACTGA AAGCTTTGGGTGGT 
GGAGTGATACCTGTAAGTGCAGTGCTTGCAGACAAAGATATAATGCTTTGTATCCAACCTGGAGAGCATG 
GAAGTACCTTTGGGGGAAATCCATTGGCCAGTGCAGTTGCCATCGCCTCACTAGATGTCATCAAAGATGA 
GAAACTTGTTGAGAGGATAGGTTTGAGACAGGTATCTCCTTCTTGTGACCCACCCAGCAATAGGGAATAA 
TCATCCCAATCCAACTTATAGCCCAAGGCAAAGGTGGGTGGGACAGATCTGCCCAACTGGGACAGGAGTT 
AAGGCACCATCTACTTAAGATTCAGCAGCAATACCCAAACTACATACGGGAGTTCGAGGTAGAGGTTTG 
TTCAATGCTGTGGAGCTCAACAGCAAAAATCTACGCCCTATTTCTGCATATATATCTGCCTACAGTTAA 
AGGAGAGAGGAGTTCTTGCCAAGCCCACCCATGATACTATCATCCGATTAATCCCCCACTCTCAATAAG 
TTCGGATGAGCTCCAAGAAGCCTCAAAGGCACTGAGTGATGTTCTTGAGCAGATCT CCAAAGATGCAG 
AAAGCAAAGCCAGAGCATGTCTCCCCAACTAGTTTTAACATATGTGACCGTTGTGGGCGAAACTTATATG 
CTTCTCCAGATGAAGATAATTGAATAACATGTACATTACTTCTTAAGGCAATCAGTTGCCGAAATTGATA 
TATTATATATTTACCATGGATTTTCAGAAATGCTTTCTCCTCTAATTGTTGCT TTTCTTTTTCATCTT 
CTTTTTAATAAAATTAAGATACTTATCTCAAAAAAAAAAAAAAAAAAAAAAAAAAG 
 
>CONTIG\10 
CCTTTTTTTTTTTTTTTTTTTTTTTTTGAAGAAAAAGAGTACAATACATTATAATGAGGACGAAACTAAT 
CGAATATAAAGTAAAATCATTACAAAGATTACTTCATTGACTAACTTTCAGCA AACTTGCAAAGCTTT 
ACTCTAGGGAGTGTCCATTCAGGCTTTGTGGGAAAATTCCAAACATGCAAATCCGAATGCTGGATGGTGG 
ACACTACTCGCTAGAGCATTACAGGTACAATTGAAAAAAGAAAAAAAAAACTACTTAAGTTCCCCCATAC 
TCATGCAGGAAAATTGAAACATTGCAGAAAAACAACAATTGAAGCTCCCTTAGATG CGACATTTACAGT 
GGAATGGTTCTTTCAATTTGAAAATTTAATACCCTTTTGAACGGCAGCCAGATGATAAAAATATACAAAA 
CATGCGCGGACCACGGCCCTGGCCCCTTGCACTCTGGGATTAAAAAACTATGGGAAG CAGATCACAGAT 
GAAGCCTGAATGGCACCATTCCTGCTTAGCCGCCTTTCCATATGCATGCTGTCCATAATAACTTAAGGGC 
CATCTTCTTGAGTGCTCAAAATAAATCCCTGAAGCAAACTCTGGGCTCTCTGG GGTCTGGAGTACC 
TGATATTTGAATGGTCTTTTGTGTCATATCTGGTCTATCTTCTACCAGGGTTACAT GGCTCCTGAAAGC 
TCACTAATCTGACTAAGCATGTTCTTTGATTTCATGATGAGTTTGGGAATCGCGTGCTCTGGTATGGCAA 
CTTCAAGTGTACTCCTAGTTACAAGTGTTACAGGGATTCTATTCAACCCACTTGGCACATCTTCACGGCG 
GTCACTATCATTTTGCTTTGGTATTTCGCTGCCAGACTCCTTTGATGGCTGA CTGCTGCCACAGTTTGA 
ACATTATGATATGTTGCAGTAGGAGGATCACCTCCAGTATGACCTTCACGAC TG GCTACGTTATTGG 
GAGAAGATGCCTCCAGTCCTAGACCGCTGCCCACAGGGCCTGATGCAGAGACAG AG TGGTGTCATATC 
CTTTAGAAAGAACTCCCTATATATGTGACTCCTTAGTCTTGA 
 
>CONTIG\11 
GTAGTTTGCAGTATCTAGTATCTATTTTGCTAGTCTATAATAAGTAGTAATTTTGAGGCGTACTAGATGC 
TCCTCATATTTAATATTTGCTTCTGAGTGTAGTCTTAAATTTGGCGTGCTTATAATTCTCTTCTAGCTTA 
TCTGGAATTTCTACTACTTTGTCGTAGTGTTTAAGCTATGGTAGCTTCTATAACCTTATTCATGTTGGTT 
TGATTACATTTGGTTATTTTGTTGTTGGCATTTTATTAGTGTTCTAGTTTTTTTTTATATATAGTTTTA 
CCAAGAAGAGATGCTGTAGGAAATATAGTCAGTATTTATGCCTGATTTAATG G CCAAGTAGGAATACA 
GAGATGTAGTGAAGTTTATTTACTAATAGCAGTGGAGCTATGGCCACTTGGGTTGATCACTTCGTAATGG 
GTAGCGATAATCGTAGTGGTAGTTGACACTTTGACGATGGCATAATCATTTTCCTCCTGTATTTGCCCTT 
GTGTTGTACAGGAGTGATGCGCAAGGTCTAAAGTGGAGTGAAGTGTCCACTCATGG GAACACGAGCTT 
CATTGTGGGGGCAGGGGGGAGTGTTTAGCGTGGAATGGGATTTGAGGACATTGTTCAG TGAAATTTCAG 
ATTTACCTGGGACAGGTCATTCTCCAGCCTGGCCATGCCAACACTCAAATTTGC GATTCCAGGCATTT 
TCAAGTCATAGATTTCCTAATCTTCACTCGGTTGTGGTGGACTGTTGAAATTGTGAGGTGAGCTACTTA 
110 
 
 
CAGTATGTTGACTTCAGGGGTTAGTTGTCTCACTTATAAATTCATTGTGATTTAAT GATTAGGCTGCCT 
TCTGATGATGTTTAGAGTATCGGAGAACTTGTCCTTGTTAAAAACAATTGCCGTAAGGTTGCAGAATGAA 
TTGAAGGACTTCCAATAAATTCTGTGGGTAGTTGTTCTAATAATATAGGCTAAAT ACTGCAAATATTCT 
TGTCAAATTTTTTATGCCGTATTCCAATAACAGTAGAAAGGTGCCTGCTTTGT C 
 
>CONTIG\12 
ACAACCCAAAACAAAAATCAAAGAAGTAAGAAAAATCATTTACATCAATGGCCAACGCAGAAGGAAC 
ACAAAACGAAGCTGGGAGGCACCAGGAGGTTGGCCACAAGAGCCTTTTGCAGAG GATGCTCTTTACCAG 
TATATTTTGGAGACCAGTGTTTACCCAAGAGAGCCTGAGCCCATGAAGGAGCTGA AGATTACAGCCA 
AGCATCCATGGAACATCATGACCACCTCAGCTGATGAAGGTCAATTCTTGAACA GCTTCTCAAGCTCAT 
CAATGCCAAGAACACCATGGAGATTGGTGTCTACACTGGCTACTCCCTCCTAG CA AGCTCTTGCTCTT 
CCCGAAGATGGAAAGATCTTGGCCATGGACATAAACAGAGAAAACTACGAGTG CCTGCCTGTCATCG 
AAAAGGCTGGTGTTGCTCACAAGATCGACTTCAGAGAAGGCCCTGCTCTCCCAGT TTGACCTTATGGT 
CGAAGATGAAAAGAATCATGGGGCATATGATTTCATATTTGTGGACGCTGATAAGGACAACTACATCAAC 
TACCACAAGAGGCTGATTGAGCTTGTGAAGGTAGGAGGAGTGATCGGGTACGACAACACCCTATGGAATG 
GCTCTGTGGTGGCCCCACCTGATGCACCATTGCGTAAGTACGTGAGGTACTACAGAGACTTTGTGTTGGA 
GCTCAACAAGGCTCTTGCTGCTGACCCTAGGATTGAGATTTGCATGCTTCCT GGTGATGGCATCACT 
ATCTGCCGTAGGATCAAATGAGGGGGTCCACACCAAAATTAAAAACACTCTTTTTATTTTTCTAATTTTC 
CACCCCCCCTTTTTTTTTTTTGTATTTTACCATTTGTACTTGCAATCTGAAAGGACCCTGTACGATTGAA 
GACTAGCTTCCATATTATCAATGGTGCTGA 
 
>CONTIG\13 
TCCCGGGAATTCCGGACCGAAACTTGTTCTATAGTGTCACCTAAATAGGCCTAAT GTCATAGCTGTTTC 
CTGTGTGAAATTGTTATCCGTCCCGCGGCCTAGGCTAGAGTCCGGAGGCTGTCGGTCCCGGTGTCTTC 
TATGGAGGTCAAAACAGCGTGGATGGCGTCTCCAGGCGATCTGACGGTTCACTAAACGAGCTCTGCTTAT 
ATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGATTGTTACGACATTTTGGA 
AAGTCCCGTTGATTTTGGTGCCAAAACAAACTCCCATTGACGTCAATGGGGTG AGACTTGGAAATCCCC 
GTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCACATGGTAATAGCGATGAC 
TAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCA AATGCCAGGCGGGC 
CATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGG 
CAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCG ACTATGGGAACATA 
CGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGG CATTTACCGTAAGTTAT 
GTAACGACATGCATCTAATGCGTGAAAGGGCCTCGTAATACGCCTATTTTTATAGGTTAATG 
 
>CONTIG\14 
CTGAACTGTGAAGGCTTCAGTGTTTGCATGTCAGTTTCTTGGTTGAAGAAAGGAGC TGGATTCTATGAT 
TGTTGGGTCCTTCCCCAGACCATCTTCACTTATTACCAGTGGTGGGAATGACTGGAAGAGTGACAGAGTC 
AAGAAGGTTTGCTTTCCAATCAAACTTTCAAGATTTGGAGCATGGAACAGCCTGGATAGATGCTTACTGG 
TCAGGTCTCAGCATCATCTTTTGAAGCCTCCTATCAAAGGCTTTGAGGAAAGAACT CCTTCAACAAGAG 
ACATAATAGAAAGTTCCTAGTGAATGCAGCCTCTGGACAGTCTCTTGAATCTGAGC TGGAGCCTATAAA 
CCAAAAAGTGTCTGGGACTCTTTCAAAAATGCCTCAGATGCTTTCTACAGATTTCACGGCCACATACAG 
TTATAGGCACAGTATTAAGCATAGTCTCAGTGTCTCTCCTTGCAGTTGAGAAGCT TCAGATATATCTCC 
ATTGTTTTTCACTGGGGTGTTGGAGGCTGTGGTTGCTGCACTCTTTATGAATATTT CATTGTTGGTCTG 
AATCAGTTGTCTGACATTGATATAGACAAGGTTAACAAACCATATCTTCCAT AG TCAGGAGAATATT 
CAGTTGGAACTGGTGTCATGATTGTGACGTCTTTCTCCATTCTGAGTTTTTGC GGATGGATTGTTGG 
TTCATGGCCATTGTTTTGGGCTCTTTTCATCAGTTTTTTACTTGGAACTGCCTATT AATCAATTTGCCA 
CTATTGAGATGGAAGAGATTTGCAGTGGTTGCTGCAATGTGCATCCTAGCTGTGCGGGCGGTGATTGTTC 
AACTTGCATTCTTTCTGCACATTCAGACCCATGTGTACAAAAGACCTGTTGTCT TCAAGGCCGCTGAT 
TTTTGCAACCGCATTCATGAGCTTTTTTTCAGTTGTGATCGCATTATTTAAGGAC TACCTGATATTGAT 
GGAGATAAGATATATGGCATCCGCTCCTTTTCAGTACGTTTGGGTCAACAGCGGG 
 
>CONTIG\15 
GGCACAAATCCGAAGACATCGCTGAGAAGATATTGTATTCCATCGAGTGCGAGA A GAGGTGTCCGTA 
CACTCTAGGCTTGGGAGAGCCGAACCTAGATGGAAAGCCGAACCTAGAATAGACGCCGTTTGCAAGCCC 
AGCGAGCTTCACTGCTTGAAAAGGAGTCCGTACGATCAGATCCAGAACTACGAAT AGACGGTGTACA 
CCACGCTTCAAATCCTCGAGTCGTGGATCTACGTGACTCAACAGATGTTGAGCGAGTCACTGAGCGAGT 
CGAAGCTCATAAATTCGAAAAAGCTGCGAGCGATTGTTACTTGATCGAGCGGATCTG AAGCTTCTCTCC 
111 
 
 
GAGATCGAAGATCTTCACGTGTTAATGGACCCGGACGATTTTCTCCAACTCAAGAACCAACTCAGCGTTA 
ACTCGATCAACGAAACGCAACCGTTTTGTTTCAGGTCGAAAGCGTTGGTGGAGATCACTAAGCAATGCAA 
GGATCTGAAGCACAAAGTGCCGTCCATTCTAGGCGTTGAAGTGGACCCCAAGGTGG CCTAGGGTTCAA 
GAATCGGCTATGAAGCTTTACAGTGAGAAGAGAGAGTTCGAGAAGGTTTATCTTC TCAAGCTTTGCAAT 
CGATCGAGTCAGCAATGAAAAGGTTCTACTTCGCTTACAAGCAATTGCTTGTGGTTGTGATGGGGAGCTT 
GGAGGCTAACGCGAACCGAGTTGTGGTCAGCTCCGACTCGTGTGACTCGCTGT GATCTTCCTCGAG 
CCTACTTACTTTCCGAGTTTGGATGCGGCGAAGACCTTTTTGGGGGATTTTT GAACCATGAATACGGTG 
CGTCTGGCTTGGAAAGATCAACTCGGAGGACTCGGTGAAATCGTACTGGGTTTGACGTGGGAGTCAACGA 
CTCGTTTGACTCGTATGTTACTCTTATAGGGAAACCTAATTAGTTTTAGGTTTTACACACATGGAAATTG 
AAAATTTAATTATTCTTTGTATTATTATACATTCTGAATTTCTATTATTGTACCATTAGCTTTTTTGGCC 
AGTAATTGTACCACTAGTTTTTCCTT 
 
>CONTIG\16 
TTTCTATCTCTCTATCTAAGCGTTTTCTCTCACTAGATCCCTCTGCGAAGCTCTCT TCTCTCTTTACGA 
AGGGATCCATAGCCAGGACCAGAAATGGGGCTGACATTCACGAAACTGTTCAGCCGG TTTTTGCCAAGA 
AAGAAATGCGAATTCTGATGGTCGGTCTCGATGCTGCTGGTAAGACCACCATT T TACAAGCTCAAGCT 
TGGCGAGATCGTCACAACCATTCCCACCATTGGTTTCAATGTGGAGACTGTGGAATACAAGAACATCAGC 
TTTACTGTCTGGGATGTCGGGGGTCAGGACAAGATCCGTCCCTTGTGGAGGCACTACTTTCAGAACACAC 
AGGGTCTTATATTTGTGGTGGACAGCAATGACAGAGACCGAGTTGTTGAGGCGA GGATGAATTGCATAG 
GATGTTGAATGAGGACGAACTGCGAGATGCAGTGTTGCTTGTATTTGCTAACAAAC GATCTTCCCAAC 
GCAATGAATGCTGCGGAGATTACTGATAAGCTTGGCCTCCACTCTCTCCGGCAA GTCACTGGTACATCC 
AGAGCACCTGTGCAACATCAGGAGAGGGGCTTTATGAGGGTTTGGATTGGCTCTCTA AACATTGCAAA 
CAAGGCATAAAGCTCCTGGGGAGTTGTTTTGTGCACTGGCAATTCTGGATGA GGTGAATATTATCTA 
GTTCTTTTTAAAGACAGTTGGATTGTGGTTATGCCTTTTTAAATTGCGGGAATTTCTCTTTTTATTAGGA 
ACTTTGTGGCTATATTGTAATAGAAAAATGTCGTGGGATATATATACTTGAGCTTTTGGTCTT 
 
>CONTIG\17 
GAATGGGCATGGAGATGGTAATGGTAATGGAAATGGAAATGGAGGGTTTAGCGGAGT GAGTGGGATTAC 
ATTCGGAGACACCATCGCCATGAACCAGCTGATAATCAGTGTAGCTCAGCTTGT AAGCACATCAAAG 
CACCTGTTCATCTCGTCTGGTCCTTAGTGAGGAGATTCGACCAACCGCAGAAATACA GCCGTTTGTTAG 
CAGGTGTGTTGCGCAGGGGAACCTTGAGATTGGTAGTCTCAGAGAAGTAGATGTTA TCTGGACTTCCT 
GCAACTACAAGCACGGAAAGATTGGAACTTCTTGATGATGAAGAGCATATACTCAGCATCAGGATAGTTG 
GGGGAGATCATAGGCTTAGGAACTATTCTTCCATTATTTCCCTCCATCCAGGATCATTGATGGAAGACC 
AGGGACTCTCGTAATTGAGTCGTTTGTGGTGGATGTGCCTGAAGGGAACACAAAGG TGAGACTTGCTAC 
TTTGTTGAGGCCTTGATCAAGTGCAATCTCAAATCACTTGCTGATGTCTCGAGCGGCTTGCAGTGCAGG 
ACCGAACTGAACCCATTGATCGGCGCTGAAAATTGGGGCTAGGGATATAGTGG GGC AGGGCAGCCAAG 
GATGAAGCTTCCGAGGCTTTCGAAACTCGGAGGCTTTGGAGACAGACTGGCAATTATA TACTTCCTTCT 
TCATACATACTTGCACACTCTTGTCTGCTATGTTATTTGCCTTCCTTTTAAAAATTGTAGTCTGGTTTTC 
CTGTCTTTAGCAGATCAAGAACCACAGCTTTTATAAGAGTTTCTGAAACTTTTCA AATTTTAAAAAAA 
 
>CONTIG\18 
CTTCCTTCTCCTCCTCACTACAAGTTATGCTCTTCATCTTAACTACTACCGA A TCATGCCCCAATGTT 
GAGGCAATAGTCCGCTCTGCAGTCCAACAAAAATACCACAACACATTTGTACAGCTCCAGCCACACTTA 
GGCTCTTCTTCCATGACTGTTTTGTCCAGGGCTGTGATGCTTCGGTTTTGCTAGCTTCTAGGAATCGTAA 
ATCAGAGAAGGATGGTCCAGATAATATTTCACTAGCCGGGGATGGTTTTGACACAGTGATTAAAGCCAAA 
GCCGCGGTTGATAGTGTGCCCAGGTGTAAGAATAAGGTTTCTTGTGCTGATATTTTGGCCATTGCCACTA 
GGGATGTCGTTCATTTGGCAGGGGGACCATACTATGCTGTAGAATTGGGAAGACTTG TGGGAGAAGCTC 
AACCATGGCTAGTGTCCAACACCACCTCCCTAGTCCTGATTTTAATTTGGACGA CTCCATTCCTTGTTT 
GCTAAACATGGTCTGACCCTAGTAGATCTAATCGCACTATCAGGGGCACATTCT TCGGATTCTCACACT 
GCAGTCGATTCTCCAATCGGATTTACAACTACAAAAGTAAGAACAAAATTGCCCAACACTCAATCCGTC 
ATATGCAAAGCAGCTCCAACAAATGTGCCCCAAACATGTAGACCCCAGAATTGCC T GACATGGACCCT 
TACACACCCCGGAAACTTGATAACATGTACTACAAGAACCTCCAGCAAGGAAAGGGACTTTTCACCTCTG 
ATCAAATTTTGTTTACTGATAAGAGATCAAGAGCAATTGTGAACCTATTTGCTACCAAAAACAAAGCCTT 
TGAAAAGGCTTTTGTTACTGCCATGATTAAGCTTGGGAGGGTGGGTGTTAAAC GGAAACCAAGGGGAA 
ATTAGGCACGATTGCAGTATGGTTAACTAGATGATATTCATTTTCTTTGTAAAATTTACATTGCAATAAA 
TATTTTGCACTACCT 
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>CONTIG\19 
AAAACAAACCCACATTACTCACACTTACTCCTACACCATGCCCAACAGTTGTTTGA TTTGGGGACAAGT 
ATAGAGGAAAGTATGATGGTAGTGTGGGAGTGGTGAAGAGCTACTATGCGCTGA A ATCCCCTCATAAT 
TTCCCCAAAGCGTAACCATGTGTGAATAAATTTTGAGCTAGTAGGGTTGCACCA GAGTAAGTCTTCCC 
TTGTTATTGTGTAGCCAGAATGCCGCAAAACTTCCATGCCTAAGCGAACTGTTGAGAGTACGTTTCGATT 
TCTGACTGTGTTAGCCTGGAAGTGCTTGTCCCAACCTTGTTTCTGAGCATGAACGCCCGCAAGCCAACAT 
GTTAGTTGAAGCATCAGGGCGATTAGCAGCATGATATCAAAACGCTCTGAGGCTC TTCGGCTATGGC 
GTAGGCCTAGTCCGTAGGCAGGACTTTTCAAGTCTCGGAAGGTTTCTTCAAG TTCGCTTCGAATA 
GATATTAACAAGTTGTTTGGGTGTTCGAATTTCAACAGGTAAGTTAGTTGCTAGAA CCATGGCTCCTTT 
GCCGACGCTGAGTAGATTTTAGGTGACGGGTGGTGACAATGAGTCCGTGTCGAGC CTGATTTTTTCGGC 
CTTTAGAGCGAGATTTATACAATAGAATTTGGCATGAGATTGGATTGCTTTAG CAGCCTCTTATAGCC 
TAAAGTCTTTGAGTGACTAGATGACATATCATGTAAGTTGCTGATAGGTTTCCAG TTCCGCTCCTAGG 
TCTGCATATTGTACTTTTCCTCTTACTCGACTTAACCAGTACCAACCCAGCTT TCAACGGATTTATACC 
ATGGCACTTTAAAGCCAGCATCACTGACAATGAGCGGTGTGGTGTTACTCGG GAATGCTCGCAAGGTC 
GGCTAGAAATTGGTCATGAGCTTTCTTTGAACATTGCTCTGAAAGCGGGAACTTTCTCATAAAGAGTA 
ACAGAACGACCGTGTAGTGCGA 
 
>CONTIG\20 
ATTTACAGTTATACCATTCGGGTTATGTTAGCTTCTGGTGACTGGGAACCTGAGCAGAAGCTCTTCTC 
CAGCTCTCGGCTTCCCTCGCCTGAGATTCTTCCGGTACCGGCGCTTGAGGTAACC TGTTAGACCAAAA 
TAAGAAGAAGAAGAAGAAATTCAAATTTTATAGTTGTATATATATTATTTTGCTTGATATGCCGAATTCG 
AAGAGTCACCATAGAGTACCGGAGGAGAAGAACCGGAGGGGAAAACTAGCGC TAGAGCGTCGTCGTTTC 
ACGGACAAAGTCCGCTTACTATGGCGGCGGAGCTTCGCCGGCCGAATACGACGCCGGAACTGCTATCGTA 
CAAGAACGTAGTTGGAACGACGCCGATGGAAGGACGGCCACCGGCGGCGAGTGACGAAGTTGTTGTTG 
AACGTGACGATCCAGGGGAGTCTCGGCCCCGTACAAGTGGTCACGTCGCCGGAATCGACGGTCGGCGATC 
TCGTCGCCACCGCAGTGAAGATTTACGCGAAGGAGTGTCGTCGGCCAATCTTG CGACCACCGATCCGGC 
CATGTTCGACCTCCACTACTCGCAGTTCAGCTTAGAAAGTTTGGACAGAGAGGAGAAGCTGATGGTATTG 
GGATCGAGGAACTTTTTTCTGTGTAACAAAAGGACTGCGTTGGACGGTGACGTAACGACGTCGTGTTCCA 
AGCAAGCTGAGAAAGATTCAAAGACTGGCTTTGCTTGGCTCAAGTTCATGGA TTCTTGCTGTGATTGAT 
TGTCTTTTTAGTGGATTATAAGCCTTGTAGTATTTGTTTGTTCAAATTATTGGTGTGAAAATACCATAGG 
TCAGAAATAGTTGTCATGTGTGTTAGATTTTGGGGGGAT 
 
>CONTIG\21 
GTTTGCTCTAGAACGTGGTGTGCCTGCCATGGTAGCTACATTTGCTACGCATCGTCTGTTGTATCCTAGC 
CAGGCTTTTGACTTCATCCATTGTTCAGAATGTGGAGTTAATTGGGCCCAAAATGATGGAATTATGCTTC 
TTGAAGCCAACAGGATGCTAAGGGCAGGAGGATATTTTATTTGGGCAGCAGAGGCTGTTTATAAACGTGA 
AAAAAACCTACGAGAACAATGGAGAGGAATGGAGAACTTGGCTACTCGCATT GTTGGGAACTAGTAAAG 
AAGAAGGGATATCTTGCTGTATGGCGAAAACCTTTGAATAACAGCTGCTATCTTAATCGAGCTGGTGAAG 
TGCAACCTCCACTTTGTGATTCTGATGATGATCCAGACAAAGTTTGGTATGTTAATTTGAGAACATGCAT 
CACTCGATTACCAGAGAATGGATATGGAGCTAATGTTACTACATGGCCTTCACGCCTTCATCATCCACCA 
GACAGGCTCCAGAGCATAGAGATGGATGCCTACATATCCAGAAAGGAAATCTTCAAGGCGGAGTCAAAGT 
ATTGGAATGAGATAATCACTGGTTATGTTGGTGCTTTTCACTGGAGAGAATTCAAATTAAGAAATGTGTT 
AGACATGAGAGCTGGATATGGAGGGTTTGCAGCTGCACTTCATGACCTTGAGATTAATTGCTGGGTTATG 
AACGTTGTTCCAGTTAGTGGCCCCAATACCTTGCCTGTCATATATGACCGTGA TTATTGGAGTTAGGC 
ATGATTGGTGCGAACCATTTGACACTTATCCTAGAACATATGACCTGTTGCATGCAAATGGTCTCTTCTC 
TGTTGAAAAAAAGAGGCAAAGATGTGATTTCTCAACCATCATGCTTGAGATG TCGGATGCTAAGACCA 
GATGGGCGTGTCTATATACGTGACACAATATCTGTTATTGGTGAAGTAAATA TTGCATCTGCCCTGG 
GATGGGTGCCTTCACTACGCGAAACTGGCGAGGGACCCCATTCAAGCTGG 
 
>CONTIG\22 
AAACTCCTCAACACTAATCTTCCTAGCCTCTCTCTATAAACTTCTAATCAAT C CATCCAATAATCTC 
ATAATCTCAACAAAGCACACATAATGGCCCCTGAAGTGCCTGTAGATGTGTTCAAA GCACAAACAAGGT 
CTCTACTGCTCTTAACAACGGCTACTCTAAGGGGGCTTTCGTAACATTTTTGGC GGTAATGGTGACTAT 
GTCAAGGGGGTTGTTGGTTTGGCTAAGGGTTTGCGCAAAGTCAAAAGTGCAT CCCTTTGGTTGTTGCAA 
TGTTACCTGACGTGCCTGAGGAGCATCGTGAGATCTTGAGGTCTCAAGGTTGC TCC CCGCGAGATCGA 
GCCTATTTACCCCCCTGAGAATGAAGTTCAATTTGCTATGGCTCACTATGTATCAACTACTCCAAACTT 
CGTATTTGGAATTTTGAGGAGTACAAGAAGATGATATATATGGATGCTGATATTCAAGTGTTTGAAAACA 
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TAGACCATCTGTTTGACACACCAGACGGCTACTTCTATGCCACCATGGACTGTTTTTGCGAGAAGACATG 
GAGCCATTCACTGCAATTCAAAGTTGGGTACTGCCAACAGTGCCCTGATAGGATGCCATGGCCTGTTGAC 
ATGGGTTCTCCACCTCCCTTGTACTTTAATGCTGGCATGTTCGTTTTTAACCC GGCCGTTCGACTTTTG 
ACAAGCTTCTTGAGGTCCTCTATGCCACTTCGGTTACACCCTTCGCAGAGCAAGATTTCCTGAATATGTT 
CTTCGAAAAAGTGTACAAGCCCCTCCCTCTGGTATTCAACCTTGTTCTTGCTATGTTATGGCGCCATCCT 
GAAAATATAGACGTCGAGAAAGTCAAGGTGGCTCACTATTGTGCTGCTGGACAAAACCATGGAGGTACA 
CTGGCAAGGAAGTTAACATGGACAGGGAGGACATCAAGATGTTGGTGAAAAAATGGTGGGATATTTATAA 
CGATGAATCCCTTGATTTTAAGGGTGAAAACCCAGTTTCGGAGGAAGAGACTTTTCAAAGTCTTCCATT 
ATGGCTTCCATGCCTGAGCCCACCATTTCCTATATTCCTGCTCCCACTGCTG TGAGTGTTAACTAATA 
AGAAGAAAGAACTGCTGGAAGTTAGTGTAATCCCATCTTTTCTTTCAGTTTTCT ACTTTTTTTTTTT 
TTTTGTCTTCCCTATTTTATACTTTTTCGAGGCTACTTGGCCTTTCTTTGTG AGAGTTCACAGAAAA 
TACATATATGAAGCTGCTTAATATATGTGACCTTATTAATATCGTAAGAAGTATCTCTACTTCTAGTTGA 
AACTTGAAAGAATGTATAACTTTTGTCTTGATTGTATATCAAGAACTTTTAAAGAGACTTACATGTAT 
TACATGT 
 
>CONTIG\23 
ACTTGATTGCAGCTCACTTCTCACCTACTGATGATATCTCTGTCACCAATGT CTCCCAATGAACTGCAG 
TAGCAGTTTAAACTCTGTGCTCCGGAGGTGTGATAACAGGATGTTTTTTGCAAGGCAAGGATCTGTTTCT 
CAAGCTAATTTCATGAGGCAGGCTACCATTGAAGAGAACGGCAGTAGTGAGC GCTACCATTGAAGAGA 
ACTGCAATAGCAGTTTAAACTCTGTGATCCAAAGGTGTGATAATAGGATGTTTTT CAAGGCAAGGATC 
TGTTTCTCAAGCTAATTTTATGAGACAGGCTACTACTGAAGAGATCAATCCAGC GAGACTGATTTGCCT 
CTCAAACCCTCTGGTTATAAGGGATCTTATAATGATTCTGAAGCACCATTATTC CTAGACCTGTGAAGA 
AAGAACCAGACTTTGCAAATGTTGCCCAACCTGTGGTGCAAGGTTGCATGTAACC GCCTGAGCCTCC 
TAAGTTTGCTGGACCAGGCAGAAGAACCAGTGGAAGAATTGAGTGGTCTCCCAGGATGGATGTTGCAGAA 
TCAGGATGCAATTATGTTGTGACAGTGGAAATTCCAGGCGTCAATCGCCATGACATTAGAGTGGAGATTG 
ATGACCAGAAATTAACTGTACAGGGTAGACGCTCAACCCAGTACTGGAAAGATC G TTTTTCAAATGA 
TTCAATCTCTGCATATCACAAACAAGAGATTTTACAAGGACCATACCAGGTAGTATGGCCACTTCCTGCA 
AATGTAAACAAGGACAGTGTCTCGGCTGAATTTTTGGATGGATTTCTACAAATTATTATTCCTAAAATAT 
AAGATCATTGTTGAGCTGAGCTGCAGAGGCATGAATATGTTTGTGTGAATGTATGTGTGGCACTTGAAAA 
AACAAATCTTCACTGTTGTAAGCAGTGTTCATCATCTTGAACTATGTTGTATGTGTGTACCACTTCAACT 
CTTTGCATAGTATATTTTATAAACAGGAGGACGAAAATGAAGCTCTGAATAAAG TTTA 
 
>CONTIG\24 
TCAAGGAGAATAAGAAGTCCGGTACATCGCGGAATGACCAAAACATGGGGATA TTGATTACTCTAATCC 
ATTAAATCATCAACTGCCACTACCACGCTTGCCAGTTCCTCTGGAGCAACCTCCACTGGATTCCGGCTTA 
CCTGTTGGAGGGTATAATGATAACCTGGCAACAAGGTATTCAACACAGCCGCAGATT TAAATTCAAATT 
CTCGTAGCCAATTTGATAGCACTTCTTTTGTACCACATGACCATATGATCACC ATTCTCACCAGCCCCA 
AAGCACAAGAAATAATAACAGTGCTGTTGGGCTGGCCCTTGGTCCCCCACAA AT TACATCAGGATTT 
CAGAATATCAACTCTACACTTACACCAGCTACTCTTAATCCTTTTGATGACTG TCTCAAAACCGGGACA 
AGGGAGTTGAAGACTTCTTTTCTGAGGAAGAGATTCGCATCAGAAGTCATGATGCTTGAGAATGAGGA 
TATGCAGCACTTGCTCCGACTCTTCAGTATGGGAGGTCATGCCTCCATTAATGTGCCGGAGGATGCGTAT 
CAGTTCACACCATACGTGCAATCACCAATGCCAAACTTTGACGAGGATCGTGGC ATCTGGAAAAGCTG 
TTGTGGGTTGGCTGAAGATAAAGGCGGCTATGAGGTGGGGCTTCTTTATTAGGA GA AGCAGCTGAGAA 
GCGGGCTCAGCTTGTTGAGATAGATGATGAATAGACGTTGCCCAGAGATTGC CTTA GTTTTTTCCTTT 
AACCTTTGCACTAGTTTACTATGAAAATCATGCAAACTCTTCATGGTTGGTAGCAACTCCTTGAGGTTCG 
CTTCTGGGACTGCTTGAAATCATTGGTTTCGGAAGTGTTGAGGATCACTGATGTTGTTTGAGTATTTAGA 
CAGCAGGGGTTTCTCCTCTTGTACAGTTTGCCTGTACAGTTGTTTCTGTTGATTACCCATCTTTCTATTA 
AGATGCTTCTCTTATCACCACTGTTGGTTTTTTTGAATGATATATATATGCGT TTGGGGTTCTAAGGGG 
GTAAATGTGCTTTTCAATTGATGGCCCCTTTGATGTTGTTGACTGATTGGGGGAACATTTTTAATATTTA 
TGACTTTAATTTCTTGTTTCAATCATCTTGTGTACAAGGATGATGTCTTC 
 
>CONTIG\25 
AGAGGGCACCTTTTGATCTTTTTGACACAAGGAAGAAGCCAAACAATATTAAGCTCTATGTTCGTCGTGT 
ATTTATCATGGACAACTGTGAGGAGCTGATCCCTGAATACCTTGGATTTGTTAAG GTATTGTTGATTCT 
GAGGACCTTCCTCTCAACATTTCAAGGGAGACCCTTCAGCAGAACAAGATCTTA GGTCATTCGCAAGA 
ATTTGGTTAAGAAGTGCATTGAGCTCTTCTTTGAGATTGCTGAGAACAAGGAG CTATGCTAAGTTCTA 
TGAGGCTTTCTCTAAGAACCTCAAGCTTGGTATCCACGAGGATTCCACAAACAAAACAAAGCTTGCTGAG 
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TTGCTCCGCTACCACTCCACCAAGAGCGGTGATGAGATGACCAGCTTGAAGGACT TGTGACCAGGATGA 
AGGAGGGCCAGAGTGACATCTATTACATCACTGGTGAGAGCAAGAAGGCTGTTGAGAACTCTCCATTCCT 
TGAGAAGCTGAAGAAGAAGGGGTATGAGGTTCTGTACATGGTTGATGCTATTGATG ATATGCTGTTGGT 
CAGCTTAAGGAATTCGAGGGCAAGAAGCTTGTTTCTGCTACCAAGGAAGGTTTG AACTTGATGAGAGTG 
AAGATGAGAAGAAGCGACAGGAAGAGTTGAAGGAGAAGTTTGAGGGTCTCTGCAAGGTGATCAAGGATGT 
TTTGGGTGACAAGGTTGAGAAAGTTGTCGTTTCTGACCGTGTTGTCGATTCT CCTGCTGTTTAGTGACT 
GGTGAGTATGGATGGACTGCCAACATGGAAAGAATCATGAAGGCACAGGCTTTGAGGGACAGCAGCATGG 
CTGGCTACATGTCAAGCAAGAAGACCATGGAGATCAACCCTGAGAACTCTATCATGG GGAGCTCAGGAA 
GAGGGCTGATGCTGACAAGAATGACAAATCAGTGAAGGACCTTGTTTTCCTGC TTCGAGACTGCCCTC 
CTCACCTCAGGCTTCAGCCTTGACGAACCCAACACCTTTGGCAACAGGATCCCAGGATGCTGAAACTCG 
GTTTGAGCATTGATGAGGAAGCAGGTGATGGTGATGCTGAGATGCCTGCGTTGGAG AAGCTGATGCTGA 
TGCTGAGGGCAGCAAGATGGAGGAAGTTGATTAAATTTAACAATTTAACATATTAGTTTCGGTGGTTATG 
ATTTATTTTAGTTATATATTCTCTTTAGTCCCCTCTTAGGGGGGGATTTGAACAATTTTTTGCTATTGCT 
TTGATGCGTCATCTTTTGGATATAGCTCTTTTGATCGTGTCAGGTATTTAAGATTGGTGGGGTTTTTTTT 
GTCTAGTTGAGTTTAAACTTTAATCCAGTTTGCTGTTTCAGAATT 
 
>CONTIG\26 
TCCACCTTGCCACCACCTCTAGTCAAATTTTCTAAAATTTAGTACACAAAGCTTTCACTTTTGTAAGGAT 
CGATCTTCTTTCAAAGGTTAATTCGTGACAAAGTTCTTGGCGGAAGACACTAGTTATCCAACCTTCAATC 
TTAAATATCCACTTTATAATTCAGTCTTGTCCATCTTTTCCAAAACCCAAGAA T TCTAATCTTAGGCC 
AAGAACCACACCCACCACCAAGCCACCATCCACACCCAAAACCCCCAACACACCAC GATACAGACCCT 
GATGACACCCCAAAGCCCCAACTCCAACGCCAACAATCTCTCTCACAAAGAG TCTCCCAAACCTTAA 
CAACCACAGCCACCTTAGCCAACCTTTTACCCACAGGAACCCTCATGGCTTTCCAAC CCTCATACCAGT 
GTTCACACAAAACGGCACATGTGACTCAGCCACACGCCCCATGACACTCGTCTCTTAGTCGTCCTAGCT 
CTCTCTTGCTTCCTTGCTTGTTTCACAGACACAATCAAGGCCTCAGATGGAC A TCTACCATGGCCTTG 
CCACTTTCAAAGGGCTTTGGCTGTTTGACTATCCAGGCACTGAAACTCAAGGCTTGCCTGATCTGAGTAA 
GTACAGTATAAAGTTCATTGATGTGGCTCATGCTGTGTTAACTGTGCTTGTT GTGCTGTGGCTTTT 
GAGAGATAAGAATGTTGCGAGGTGCTTTTATCCAACGCCAGGACATGAGACTCAG GGTTTTGGACATT 
GTGCCTGTTGGTGTTGGCCTAATTTGCAGTTTGTTGTTTGTGGTTTTCCCAACTAG AGGCATGGCATTG 
GGTACCCCGTCACCCCAGGCAAATAAATTGATCATTTGTTGCTTGCTTTTTTTGTTTGATGGGTCATGGG 
TGTCATTATATTTCATGATCTCCCTTCCCTTTGTTATTTTGCTTTAACTTTTT CTTTCTTTTTTTTCT 
TTTTTGGATTGAAAGATTGTAAGTTTGAATTGGGAGCATAATAAATTAGAAG AATT 
 
>CONTIG\27 
CGCCCTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTAGCCATAAAAAACAGTTCTAACCAGTGCATTCA 
TTAAAAAAAAAGTTCCCACAAATAAAATGTCTAGCTAATAAAATTGGTAGTCA ACACTAATTCAAAAAA 
AGATGCCCATTGTTACAAAGCGAAGAAATCTTATGCACAAAACCAACACACCAATTCCAATCTCAACACT 
AAGACATAGAAAAGAAGAATCCAACACTGGTATTAACAAGACACAAGATTAACGA GAAATTGCAAGAGG 
AATAATTTCTCAGGCTCTGGACTTGAATGGGATGGCTCTGATGACTATTTGGTGG AAAGGGCAGCCAGT 
GCAGCTCCGATGAATGGTCCCACCCAGAAGATCCAATGGTCATCCCATGCGTGG CTTTGTTGTAGATGA 
TGGCGGCCCCAAGGCTCCTGGCAGGGTTGATGCCGGTTCCAGTAATGGGAATGGTT CCAAGTGCACCAA 
AAACACTGCAAATCCAATTGGGAGTGGAGCCAAGATAGGGACATGGGAGTCTCTAGCATTTCTCTTAGCA 
TCAGTTGCTGAGAAAACGGTGTAGACAAGAACAAAAGTTCCAATGATCTCAGCAC AGGCCATCCCCCT 
TGGTGTAGCCATGGTTCACTGCATTGGCTCCACCACCAGAACTTTCAAACAGTCCCTTTTCAAAGCCTTT 
CACCACGCCTGCGCCGCAAATGGCACCAAGGCATTGCATCACTATGTAGAATACTGCTCTTGTCAAGGAA 
AGTTTCCTTGCAAGGAAGAGACCAAATGTCACTGCTGGGTTTATGTGCCCACCTGAGATACCGGCAGTGC 
AGTAAAAAAGGGCGGCCGCTTAATTAACCTCGAGGAGTGGTCCCTATAGTGAG C ATTATAAGCTA 
 
>CONTIG\28 
GTACTTGAGCTTAAAGAACGACTTGCTGCCTATAACCTTGACTCATCTCCTGA AATCAGTTGCCATGG 
AGACTGAAGTGCCCAAAGTACCAGCCAAGAAGAGAGAACCTAGCAAAAGGGCTGCTGCTGCACAGAAGAA 
GAAGCCCTTGGCAACTGTTTCAGAGACATCTGATGGTGATGATGATGATATTAATG AATTGATGATGAT 
GATGAAGATAGTGAGATAAAAGTTGTAGCTGCTCCAGAAGCCGGGAAAAAGGCGGGAGAAAACCGGCTG 
CAAATGCTAAGGCAGGTAAGGCCCCTGCATCGGCAAAGAAGAGAGGTGCAGCCAATA CAGCAGCCTCA 
GACATTGGGCCAGAAGCTTTTAACTGACATTTTAAAGCCTGCTAAAAATTCTGGGATTTCACCAGAGAAG 
AAAGTGAGAAAAATGAGGGCATCTCCATTCAACAAGAAAAGGGGTTCTGTAGG AAGGGTTGGTAAGG 
TAAATGAAGTGACTGAAAATGAAGAAAATTCAGGTTCTGCTTCTACTTCTGCAGTACTGAAGAAACTAT 
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TGAAGTTGCACCAGCAAGAGCAGGACCTCAAAGGGTGAACCGTGTGCAGACAA GTATGTGTTGAGTGAC 
TCTGAAAGTGAACATGCCACTGAGGATTTTGAATTTGATGAAGTGACTGATGAAAG GAAGATGAATAGA 
GTAGTATTTCTGTTGAGAAAGTGATTGATGGAATTCTTGAAATGGGAACTTA TTTCATTCCCCTTGTAA 
TGTACTCCATTACTATTAGTTGTGACTTTGATAGTTTGCTTAACTGCATTCC GGAAATGATCTTTGTT 
TATTGTGATTTGTTATGGTCAAGGATTTTCTTTTT 
 
>CONTIG\29 
TTGGAAAATGGTAAGCAAAGCAATGGAATTGGCTGTCACAAACCCACTCGCTGCTTTACTTCATCAAAG 
CCTCTTTCCAATCCTTCTTCCACTCTTAGGGCTTTCACCGTTAGATGCTCTGT CTCTCCTCCGACC 
GTGCCCCCACAGGTGTGGCAGAAAGGCCTTGGAAAACTTCGGATGCTAGACTG GCTTGAAGATGGTTC 
AATCTGGAGGGCTAAGTCATTTGGTGCTTCGGGAACACAAGTTGGTGAAGTGT TTCAATACGTCTTTG 
ACAGGGTATCAAGAGATACTTACAGACCCTAGTTATGCTGGACAGTTTGTCC GATGACAAACCCGCATA 
TCGGCAACACTGGTGTAAATTTTGATGATGAAGAATCAATGCAATGCTTCCTTGGTGGTCTAGTCATTAG 
AAGCTTAAGTATCAGTACTTCAAATTGGAGATGTGCAGAAACACTTGGTGATATTT GCAGAAAGGAAC 
ATCATGGGGATTTATGATGTTGACACACGTGCTATTACCCGTAGATTAAGGCA GATGGAAGCCTTATCG 
GTGTTTTGAGCACAGAAGAATCTAAAACAGATGAGGAACTATTGGAATTGTCCCGTACATGGGACATTGT 
TGGTGTTGATTTGATAAGTGGTGTTTCATGCAAGACCCCTTATGAATGGACTGAC ACACAAAGTCACAG 
TGGGATTTTAACGCCAATGGGAGAGATGGAAACACTTTTCATGTTGTTGCATATGATTTTGGGATCAAAC 
ATAACATACTTAGACGCTTGGCATCCTATGGCTGTAAGATTACAGTCGTCCCTTC 
 
>CONTIG\30 
TACGAAAAACCCCAGAGCAGCAATTGATACTCAGTCACAGACACAGTTGTATACAA TACAATGGCCAT 
CACCATCAGATTGAAACACTGGCAAACTGCCCTTACTCACCATGGCGCGTCC TAC GTCCTGCATTCAA 
ACCCAAACCCAAACTCCCTCTCGCTCCCTATGCTCTCTTCTTTCACCCACCAATTCTGAGGAGGGTCAGA 
AACGGAGACAGAATGAGGAGCAAAAGGAAATGTTTCGCATGAATTACAAAGG TGCCATTACTCGTGA 
CACCCGTCAGCCTTTCAAGCCTTCTGTTTTTTTCTATATTGGGAATCAGGGT AAGCTAGCGTAGGG 
GATTTGATATACACGGAAAGACTTAAATATGTTGATGTCAAAGACAAGGTGG AT CACCAAGGTTGGCT 
TAGTTTCACTAAAAAGGAAGCTTTTCTTGCGTCACCCACTCAAACGCTTGCTGCA AACGCATATGTTAA 
GGCAGTAGTTGAGGCTCATGTTCAAGAGTTCGGAAAGGTGATTACATTAATT AG AAGCGGAATGATG 
TATTTTATGCCCAAACCAGCAATCAAAACCAGGCTAAGCTGCCTCAACCCTTCGTTAGAATTTCAAAATA 
TATCTATTTTAGTTCAAACACATTGATAGCATGTGGACAAATGTTTGTCACATTGACGCAGGACACGGAT 
TATTAACATAGATGAATTAATTCCGGTATGGAGATCCAATTACATTAAAACTTCAGAAATATAGAAAATA 
AAGATTAGTGAAGTTTGGTTGAGTTGGAAGAATATAAAGAGGAAGAGTGGTATAGTT TAGACACATAAT 
TGTTAAATCTAAGAATCATTTCTGGCCACCGCAATTTTGTACAAGTTTCTAGTACATTTAAGTGGAG 
CTCACATCTTTAATTCACATGTATCGACTCATATGTTTTGAGTTTATGGTGGA CAAATTAGTTTAATG 
TTTTCCACGCTGATTTACTTTCAGGATCTCACCAAGTTGAGAGTTGTTGATT GCTTTTTAGATGACG 
AAGGTAGAAAAAAAAACCTCAAGTTTTGAGGGAACTTTTAAACAATTCATGG GGAAGTTAGGGCATGTG 
TTGGGGCAGAAACTCAGAAGACAAAGACAAATGCTTTTAATCTTGAATATAGCAGCCTTGCTTACACCTC 
TGGTTATCCTAATGTATTCCAGATTTATATTTCATGTAAATTATGTCTCATTC CCGCCTACTAGTTAGA 
GAATAGAAACAACTTTGTGTTTGGTTTCCTCCTATTTATGGCTTTAAGTGATAATT AGAAATTACTATA 
TCACATAACTTCACATGTTACTAGAGTT 
 
>CONTIG\31 
TCTCTCTTTTTCTCTCTCTAAAAAAATGGCTTGTTGTGGCGACAAAGACGAAAT CTCACCGCAACAACC 
ACCGCGGAATCCGCAACGGCAATAATAACTACCTCTTCCAACCTCTCTTCGGT CTT CGTACCGCGATA 
CTCTCCGCCTGATCCTCGAGAGGCTCAGCGGCGGCGGCGATGTCGGCGTCTA CTCGCTCGAGCGAG 
TTGCGTGTGCCGAGTCTGGAACTCGGTTGCCTACGAGCTCCTTGTCGAGGCCTTCAA GCGAAGTGGAAA 
CTCGGAGACGTGATCGGGAAGCCTGTCTCTGGAAGCTTCTGGAGAGACAGTGGGATTTGGAAGTTCGCGA 
TTTCGCATCGGATTGTTAGAGGAGATAGTGTCGCTAGTCTCGCTGTCAAGTA TCT TCAGGTTATGGA 
CATAAAACGTTTAAACAACATGATGAGCGACCATGGCATATACTCAAGGGAG TTGTTAATCCCTATA 
AGCAATCCTGACATTCTTGTAAATGGTGCATGCTACATCGAGCTAGATACCTATGCAAAAAGGGAAGTGG 
CAGTGTTGTATCTTGAAGGTGGTCCGAGTGGAAACTCTAGCCGTATGTTGAC AAGATGACAACTGAAGA 
AGGCAAGAGAAAGGTTCTTGACTCATTGAAGAGAAGCATGCAAGTCGATGAG GACTGCTCAATATTAC 
TTATCTATATCAAATGGTAATCCTCGAGCTGCACTTTCTGAATTCTCTGAGGACCTTAAGTGGGAGAGAC 
AAATGAGCTTGGCCTAGTTTCTGAAATAAAATGTTGATCGCAGCTGCTCATAAGTTGGAACCTTGAGGTA 
TGTATAATAAATAGTGAAGAAAGGCCAAGAATGGTAATTGCTGATCACTCTGGGAT ATGTTCCATATAG 
GGCTATGTATGATTTATTTGGTTTTTCTAAACGCATAACTACTTAGGATTTCTTTTACTTTATATGAGAA 
116 
 
 
AGTAAGAAGGAAGGGAGGTTGGGTGGTCGGATGAGCAGTAAAAAGTGCTCCA C AG GAATGTTGGCT 
TAGAAGGGGAGGAAAATTACCAAAGTAATCTTTGTTGCTTGCTTCTTAGAAAGCA TACACGCAAATTA 
AAGCTGGAGGTTAAAAGCAAAAATGGGAAGAGAAAAGCAAAAGAGGGTTGTATGTTTGCTTAATCGGTT 
GTTCTCAAAGAATAATGGAAAGGAAATTTAAATTGTATTTATTAAGAAAAATATATATATTTAGTGTGT 
GTTTGGGATTAAAAAAAAAAAAAAAAAAAAAAAAAG 
 
>CONTIG\32 
AATTCAAAATCCCCCACAAAAATCAACCAAATCAAAAACCAACCCAACAATGGTGTGCATACGCAAAGCC 
ACAATCGACGATCTCTTAGCCATGCAGACCTGCAATCTCTTCTGCCTCCCGGAGAATTACCAGATGAAGT 
ACTATCTCTACCACATCCTCTCATGGCCGCAGCTTCTCTACGTGGCCGAAGACTAC ACGGCAAGATCGT 
GGGCTACGTGCTAGCCAAAATGGAAGAGGAAAGCACCGAGTGCCACGGCCATCA GTCGCTCGCTGTG 
TTGCGGACTCACCGCAAGCTCGGGCTGGCGACCAAGCTCATGAGCGCAGCTCA A CGCCATGGAGCAAG 
TGTTTGGAGCTGAGTATGTGTCGCTTCACGTGAGGAAGAGTAATAGAGCTGC TTTAATTTGTACACGGA 
GACTTTGGGGTATAAGATTCATGATGTGGAGGCTAAGTACTATGCGGATGGT AGGATGCTTATGATATG 
AGGAAGCAATTGAAGGGGAAGCAGTATCATGGACATGGACATGGGCATGGGGGACATGGGCATCATCATC 
ACCATCATCATGAGCATGGAGGTGGGTGTTGTTCAGGGGAGAGGGTGGAACCAAAAGGGACTGGGAAGAA 
GGAGGCCAGGGTGAACTGAGGTGAAGTGGTACTGCTATTGGGTTATTTTTGTGTATTTTGTTGGATTCC 
ATTATGTGAGGAATAATGGTTAATGGGTATTTGTTTAATTATACATTGAACTAATTTACAATGATGGGC 
ATGGATATCTAATGTTATATGCACTTTTTTGTGTCAATTGTATTAGATTTAG GCCAAGGTTAAAAAAA 
AAAAAAAAAAAAAAAAAAAAGG 
 
>CONTIG\33 
ATTCACAGGCAATCCAACAATGGCGTCTATGCTGTCTCTGAAACTGGTTCTGATCTCTACCGGTGTGTTA 
ACCATGGCCATGGCGCTGAAGGTCTCGTTCCCTGTGGTATCGGATTTCGTGG CTCG AAGTCCCTTCCA 
TTTGGAGCATCGTGCTGACGTGGCTGAGGCCTCCTTACCTCTACATCGTCATCAACTGCATCATCATCAG 
CATCGTCGCTTCCTCCAAGCTCCACACGAGGACCGAAGAAGATCCGGCGCCG AGATGGTTCCGCTGACT 
CCTGTGCCAGTTGTGAAGGTCTCCGATGAAGAACGGATCGGCGATTACAGTGATGTGTACGAAAGCGGCG 
TCGGTTTGAGTGGCGGAGGACTGGGATACAGTGTTGGTTACGATGCGGCGGAGAA AAAGTGATGGACGG 
CGTTGATGATGAGGCTGCGGTGGCGGCGTCGAGGCCGGTAGAGAGGAGAGATTCA TG GCTTTCGTTT 
TTGAATAATGAGAATGAGAAACCGCCGGTTTCTGCGAGATTCGCTCACCGAAA G TGTGAAAGCTAGTC 
CTGAAGGGGTGAGATCATTGGGAGTGTCGAAGCCGAAGCGGCAGGAGACGTT GAGAACACGTGGAAGAC 
AATAACGGAGGGGCGTTCGATGCCGTTGACGAGGCACTTGAAGAAATCCGACACGTGGGACTCGCACGTG 
CGACGCAACCCGACGCTAAATGACGAGAACGACAGCACTACCACTCCTCCGACT AGAAAATGAAGAAGT 
CCGAGACGTTCAGTGACAACTCGTCGCTGAGTCCCTCGCCCGGATCGGGCCGACTCAGGAGGGAACCGTC 
ACTGAGTCAGGACGAGCTGAACCGGCGAGTGGAGGCCTTCATCAATAAGTTT ACGAGGAAATGAGGTTG 
CAGAGACAGGAGTCTTTGAATCAGTACCAGGAGA 
 
>CONTIG\34 
ATTTATTTTTACTGGAAGTCCACAACTCCAGTCCTGGGTGATGTTAAAACTA ATTAAACACTCAG 
CTTAATACATAGGTGTAAATCTCTTTACTCTTTTTTCAATCCTACTCTCCTGGATGAAAAAATATCATCT 
GTAACATATAATTCACCTCCTAAAAGTCATACACTTCCAGTACACAGCTTATAA GTTGGTAATCTGTAA 
CTACTCTTTTAATATTGTTGGGATTCTCTTCGCTCAATTTCCATTATTATTGCCCCCGCTTTTAATCTCT 
CTTGCTCTCTTCCACTTCTCAATGTTTCTCAGCCTAGCATACATCTTTCTAATCCTACCAAGCTTTTGAG 
ACTCCTGAGCAATCACACTAGCTATTGAGGGGTTCTCACTGAGGATTATTTCA CCCATCTCGGAAAGA 
GTCCAGTCCTGCAGCAAGAAGTTGCCAGAACAAGCCGCCAACGGCTGCACCT CA CA TTGCAGATGAA 
TAGATTGCTGAGTAAACTGTGTTGAAAAGCTCTTCCCTTTGTGTATTACCAGATGACTTCAAAGACTTTC 
CAAACTCTCCAATTAGAACTGGTTTCTGAAGGATTTTCTGTGCATCTTGTATA ATCATTAAGCCAACT 
TTTCAAAAATGAGAGTTGGGTTTCATCACTAGAGCCAGGCAACCATTGATCAG G ATGCGTGAACTGTG 
GCAAAGTCGATGCCAGGGATTTGATTATTTGTGATGAAATCTGTTCCTACTTGA AATTAGGATTTGATT 
GCTGCTTTGATGCTCCATAAAACCCTTCCAAACCAACTTCTAGTAAGTGATTTCC CTATGGATTTCAG 
GTAGGATGCCATCTCTGTAATCCAGTCCTGTCAGAGAAACTCATCATAGTAAAACCACATATATACCTTT 
TTATTTTTTTATTTTAACTAACTTGCAATTTGAGTATATTTTTCTTGTTCAGTGTGTGACTGGTATTATA 
TGCATGATATAATAATAGCCATGTTTCACATTTTCTTATGCTTAAGGCATTAGTGAAGAGGTTAGCTCAT 
CAGGCCTTTGTGCAGTTACCAATGCCTTCTATCCAAATTCAAATCCAAGAATTGTCTCTCCAAGAAAAAA 
TAAGAATAAGGTTATTTAATAATCACTTGTCTCATGAGTCTCTCAACCCCGAAAAGTCGAAGTTATATA 
TGCTGAGTATGACCTTTTTTTTTTCCAAGGCAATGGTGAAATCGGTGAAACA CTGTTTCTTAACTGAT 
ATTAATGCTAGAACAAAGTCATGGACAATTTTTTTCTTT 
117 
 
 
 
>CONTIG\35 
AAAAAGAAAAAAAATACTGTTTCTTTTTTCTTGGGTCTGAACAAGATTTTTGG GAATGTGATTCAGAAA 
AGCAGAAGTGCGTTGTGATCTGGATATTACCTTAAACAAAAGAAACCAACTTGAGGGCTAGTTTCTATCC 
AGTAACTCCATCAGCCACCATAAGCAGGCTTATCTATCTGTGAGCACCTGGTTGTA TAAATTTTCAATT 
CAATGGCAATGATAAGAAGAGAAGTTTGTCTATGTTTTGTGGCTTTTCTATG T G GGTCTTCTGCAAA 
TGGATTACTTTCTTCCAAAGGTGTAAACTTCGAAGTGCAAGCTTTAATGGGAAAAGAGCTTTTAAAG 
GATCCCCATGGTGTCCTTGAGAATTGGGATGCTGATTCTGTTGATCCATGTAGCTGGACTATGGTCACCT 
GTTCTCCAGAGTTCTTTGTCACTGCCCTAGGTACTCCTAGTCAGAATTTATCTGGTACTCTATCTCCAAG 
CATAGGCAACTTAACAAATCTTGAGATTTTGCTCTTACAGAACAACAACATT CAGGACCAATACCAGCA 
GAGCTAGGGAAGCTCTCAAAGCTTCAAACGCTTGATCTTTCTAATAACTTCTTCAATGAGGAAATTCCTC 
CCTCTCTTGGTCATCTGGGAGACCTCCAATACATGCGACTTAACAATAACAGTCTCACTGGAGCATTTCC 
GTTGTCATTGGCTAGCATGACCAAACTTGCCTTTCTTGACTTGTCCTACAAA TTTTAGTGGACCGGTA 
CCCAGATTTGCTGCTAAAACTTTCAACATTGTTGGAAACCCTCTGATCTGTCCTACAGGTTCTGAACCAG 
ACTGCAATGGGACAACACTTATGCCAATG 
 
>CONTIG\36 
TACTTCGAAAATAGACTGAAATATCTTGCAGCTCTGAGGGCAGCTGGTGAAGAGCCATATCCTCACAAAT 
TCCCTGTTACAAAGTCTATCCCTGAATATGTAGAGCAGTATAAAAACTTAGG AAT GGGAGCATCTTGA 
GGATGTTACTGTAAATTTGGCTGGGCGTATCATGAGCAAACGTTCATCTTCTTCAAAGCTATTCTTTTAT 
GATTTACATGGTGGTGCTGCTAAAGTCCAAGTTATGGCTGATGCTAGCAAGTCAGATTTGAATGAGGAAG 
AATTTTCTAGGTTCCATTCGACTGTGAAGCGTGGTGATATTGTCGGTGTCAAG GGTTTCCAGGGAAAAC 
TAAAAGGGGGGAGCTAAGTATTTTTCCAAAGTCGTTTATAGTCTTATCCCAT GT TCCATATGATGCCA 
AGGCAAAAGCCTAAGGCTGGTTCTGCGTCTGACAATGCCAATTTGAAGAAAG AGGCTTGGGTCCCAG 
GATGTACCAGGAATCCTGAAACATATGTTTTGAAAGACCAGGAAACTCGTTATCGACAACGCTATTTAGA 
TTTGATGTTGAATATGGAGGTTCGACAAATTTTTAAGACAAGATCTCAGATCATTTCATATATTCGGCGC 
TTTCTTGACAATCTTGATTTCTTGGAGGTTGAAACACCAATGATGAATATGT GCTGGTGGAGCAGCTG 
CCCGTCCGTTTGTGACCCATCACAATGACCTGAACATGAAGCTATTCATGCGCATTGCGCCTGAGCTCTA 
TCTTAAGGAGCTTGTTGTTGGTGGACTTGACCGTGTTTATGAGATTGGAAAGCAGTTCAGAAATGAGGGC 
ATCGATTTGACACATAATCCTGA 
 
>CONTIG\37 
ATGAGTCACGAACCCAGCCACCGAGTCGTGATTCAAGACGGCCACCTGAGGTGCCCATTGCTTCACCACT 
AGTCCCCTCTCTTTGGTCCGATCCAAGAACCCGTCTGGGAGTAACGAATCCAA TCTGGTTCAGGTGGTG 
GCGAGAAGTCTTTGCTTTCTTCCTTTGTAGGTGGACTCCGAACTACCCACAAGAACCTTTGCTCACTTCT 
CTCTAACCCTACAGCTGTTTCCTTCAATTGCTCCTTTGAGAACAAGCCCATTTCCAAAGCACAAAAAC 
ACAACGCTTCCGCTAGATTGCTTGTCCAGCCATTTCAAACACTGCTCAGCTTCATCACCACGACGTTCAT 
TTGTAGCAATCAATGGTCCAATGCAAAAGATAGGTGGGGTGGGACCGTCTGGGACACAAAGTCCACTTGA 
TATAGTTTCCAAGGCTCTTGGTTCGAGTGAGTTAAACGAGTTGACAATGATTCCAGAGGATTTTGGCAAA 
TGGGTTGCGAAGTTTACGATCCACGAATAGGTTTCTTTGGTTCTATCAAGCGTTG TCAGGCATATGGG 
ATGCAGGGAAGGGTGGTAAGCCTGGGACGTGAAGAAATGTGTGGTTTAAATC G ACTTTTGGTGGT 
GTTTTTGTGAAGGCTTGGTAAGTAAATCATCATGGAGAGGCAGATGATGCCAGATGTGAAGAAAAAGTAG 
GTTGGGATGTGGAGTGAAGTGGCGATTTTGAGGGCGGCGCTGCAGAAAAGGTC T ATGAAAGCTTGTA 
TAGGGGAAGATTGAGAGATTGATAAGAGGGCGTTGTGG 
 
>CONTIG\38 
CAAGGGTGTGCATATAAGCTCACATTTGCTTGTAACTCTTCGATTTCATGGC GGCGATGTCGGGGGCAT 
TGGATAATGTGTCCATTTGCTGCAAGAAGATACAGATCTTTGAAAAGAAGGG TTTACTCTTGGGGTTGT 
TATTCTTCTGGTTCAAGCTGGGCAAGAGAAATCCTTCAAGACCCGGGTCGAAAA GCTCTTAAATATGCT 
ATTAAGAAGCCGAAAACTAGTACAGTGAAGCTCCCATTTGGGCTTTGTGGGTGTCA AAGAGAGCACCA 
GAGGGAGAGACTTTGGGGAGATTGAAGAAGAACCTGGTGACCAGAATTTTAATGGGATTGAAAATTT 
GAACACTAAGATTCAACTTCAGATGCCATTACCAACTTCGTCTTTCGTTGTTTCG CGATGAATGGCAA 
ACGATTCAGTCAGGAGGGGATGAGATTGGGAAATGGCTGTTGAGCTCGGATAGTCTTGAGTTTATTGATC 
AGATTGGACCCAATTCGTTTAAGGGAGTTTACAAGGGCAAAAGGGTTGGAAT GA GCTTAAGGGGTG 
TGACAAGGGGAATTCTTATGAATTTGAGCTCCGAAAGGATCTGTTGGAGCTGATGA TTGTGGACATAGA 
AACATTCTGCAATTCTATGGTGTATGTGTCGATGAAAATCATGGGTTCTGTC TG GACAAAGTTGATG 
GAAGGTGGATCAGTTCATGACTTATTGCTAAAGAGCAAGAAGCTTCAGAGTAAGGAAAATTATCAGAATT 
118 
 
 
TGCGGTTGATGTAGCCGAGGGTATTAAGTTCATGAATGATCATGGTGTTGCA A A AGACCTAAATACG 
CAAAGGATTTTGTTGGACAGGCATGGAAATGCTTGCTTGGGGGATACAGGTATTGTTGCTGCCTGCAAGA 
GTGTTGGTGAGGCCATGGAGTATGAAACTGATGGTTATCGGTGGCTAGCTCAGAGATAATTGCAGGCGA 
CCCGGAGAGTGTTTTTGAGACATGGATGAGTAATGCATATAGTTTTGGGATG TAATATGGGAGATGGTG 
ACTGGTGAGGCTGCCTATTCTGCATATTCACCCGTGCAAGCAGCGGTTGGGATTGCTGCTTGTGGCCTTA 
GGCCAGAGATCCCCAAGGACTGCCCACAAATTCTAAAATCTTTGATGACAAGTGCTGGAACAATATTCC 
TGCAAAGCGCCCTCAATTTTTTGATATTTTATCGATATTGCTGCGGCCAAACAAC CAGCAACAACAAT 
AACAGGTAAACATATATTTAATTTTTGTGGCACCTCATCTGTTGATACTAGTTAATGCAAAACAGCCCCT 
GGTTTAGGAGTTGCTAAGTGCAAGTGTAGATCCAAGAAGCTTATATAGCAGAAA 
 
>CONTIG\39 
GTCAGAGCTAGAGAATCTTTTCTCAGCAGCAGTTCCAACTTCAGATCATGGCAGGAAGTCTAAGAGTGGC 
TCAGCAGGGCCAAAATCAGATAAAGTGCAACTGATTGACCACAGGCGGGCATATAACTGTGAAATCATGC 
TTTCAAAGGTGAAAGTGCCATTGCCTGACTTAATGAGTTCAGTGCTTGCCCTG AAGATTCAGCTTTAGA 
TGTGGATCAGGTCGAGAATCTCATAAAGTTCTGTCCAACAAAAGAGGAGATGGAACTACTTAAGGGCTAC 
ACGGGAGAAAAGGAAAAGTTAGGGAAATGTGAACAGTTCTTCTTAGAGTTATGCAAGTACCACGTGTAG 
AAAGTAAGCTCAGAGTTTTTTCATTCAAGATACAGTTCCATTCCCAGGTTTCT ACCTCAGAAGCAGCCT 
CAGTGCTGTCTACTCTGCTGCAGAAGAGATCAAGGGTTCTGTCAAACTGAAG GAATTATGCAGACAGTT 
CTTTCATTAGGAAATGCTTTGAACCAGGGAACTGCTAGGGGATCTGCCATTGGGTTTAGGTTGGATAGCC 
TTCTTAAACTTACAGATACACGTGCACAGAACAAGAAGACTACTCTCATGCATTATCTTTGTAAGGTGCT 
TGCTGATAAATTGCCTGAAGTTCTAGATTTTTCCAAGGACCTTGCTAGCTTAGAGGCTGCATCAAAGATG 
CAAATGAGATTTTTGGCAGAGGAAATGCAAGCTATAAGCAAAGGATTGGAGAAGTT TACAGGAACTGT 
CCACCTCTGAAATTGATGGTCCTGTATCCGAAAATTTCCGTAAGATTTTAAAACAGTTCC 
 
>CONTIG\40 
AGGCAATGGAACTTGTACCAAAGGAGGAATTAGAAGCATCTACGCAAGGAGTTCCAAATTCACTTGCTGA 
TCAGAGGGCTCGCAAGATTGCTCGGTTCAAACGCCAAAAAGCTGCAGAAGCAAAGTTGCTGGAAATAAAG 
GAGCGGAAGGAGCGGCGTGGGCGTTCTACCAAAGCAGCTGCCTTATCCACTCC GTTGAGGCAGGAGAGG 
AAGATGAGCTGGATGATGATGGAGAAGAAGAAAGAGAGGCCTGGCTTACCAC ATCT TTTGGCAATCTG 
TAAGACCTTTGATCTTCTGAAACTGCTGAAGGACGAGGAAGAAATTCTCTGTGCTGTAAAGGAAAAGAAA 
TCAAAGGAAGGGGACAAGGAGTTCTCTCGAGATGTTCTTGATAATCGCACACA ACAGTAGAAGCTTGGC 
ATCGTGATGCTGCAGTCCGAGCTCGGTATACTAAACCAGCACAACCTATCAA GCGCTGCATTTGCTCA 
AGATGTTCTAGAAGGTAGAGCAAAGGTCTCTGAAGTACATGACCACAAACAC GCCAATGATATTTGGT 
CCAGCGAGTGTTGTGGGTGGAGGCTTTACAAGTGAAAGGGAAAGGATGGCAGCTCA GTTTTTCAACCTA 
CTCACAGGTTGCCAACCATGAGCATAGAGGAAGCTGGTCTAAAAGAGATGGAGATCATGAACAAATGGCA 
AGAGCGGAATGTAAAATTGATGGAGGAAGCCAATCACTCATGGTACAAGGACA TC ATGCCGAGGCCA 
GGTGAAGAGGACGATGAAGATGATGATGCTGTCGTAGAGAAGGCAAGAAGATGGGATGACTGGAAAGATG 
AGAATCCTCGGGGTGCTGGTAATAAGAAGCTAACCCCTTGTGGATAAATGTGGCACAGACCGATTATGTA 
TTCTCATCACAGCT 
 
>CONTIG\41 
GGTCCTGTTTAAGTCCCTTTCCTACTAATCATCAACCTCTCCAATCTGCAGCATG AGGCAATGCTGAG 
ATCTTTCATAGCTCTTATGCTCTCCACCCTCATGCTTTCCCACATTCCGGCTGAGGTCTCGGCCACGACC 
ATAACCCTTTACAACAAGTGCACACATCCAGTTTGGCCAGGCATCCAACCAGGCG GGCAAGCCCATCT 
TAGCCCGTGGTGGCTTCAAGCTCCAACCAAACAAGGCCTACTCTCTCCACGTC TGCTCTCTGGTCCGG 
CCGCTTATGGGGCCGCCACGGCTGCACCTTCGACGCATCCGGCCGCGGCCTTGCGCCACTGGTGATTGT 
GGTGGTTCACTCTTCTGCAACGGTCTAGGTGGAACCCCACCAGCCACACTAGCAGAA TAACTCTTGGAA 
ACGAGAAAGACTTCTATGATGTAAGCCTTGTTGATGGTTACAACTTGGCCATTCTATCACACCCATCAA 
AGGTTCAGGCAAATGCAGCTACGCTGGGTGTGTTAGCGACCTCAACATGATGTGCCCAGTTGGGCTTCAA 
GTTCGGTCCCATGATAATAGAAGAGTTGTGGCTTGTAAAAGTGCTTGCTTTGCGTTTAACTCTCCGAGGT 
ATTGTTGTACTGGGAGCTTTGGAAGTCCTCAGGCTTGTAAACCCACAGCATA TCT GGATTTTCAAGGC 
GGCTTGTCCTAAGGCTTACTCTTATGCTTATGATGATCCTACTAGCATTTCT C GCACTGGTGGCA 
 
>CONTIG\42 
ACCAACAGAGATCGGTAGCTCAAAGATGTTTGGAGGGTACAATAAGAGGTACA CATTTCAGCCCCACT 
CTGGGCTGCTCCATGACCTTCTACATCTACTTCCCTCCTTCTCCTTCCTCTTT CAAATTCCCTGTAC 
TTTACTGGCTCTCTGGCCTTACGTGCACAGATGAGAACTTTATAGTCAAGTCAGGAGCTCAACGTGCTGC 
119 
 
 
TTCAAGTGAGGGTGTTGCTTTGATTGCCCCTGATACATCCCCAAGAGGCCTGAATGTAGAAGGAGAGGCA 
GACAGCTGGGATTTTGGTGTAGGTGCTGGATTTTATCTGAATGCTACACAAGAGAAGTGGAAGAACTGGC 
GTATGTATGACTATGTTGTCAAAGAATTGCCCAAACTTTTAAGTGAAAATTTCCCACAGCTTGATACTTC 
ACGGGCATCTATATTTGGTCATTCTATGGGTGGGCATGGTGCTTTAACAATCTACCTTAAAAACCTGGAC 
AAGTATAAGTCGGTATCTGCTTATTCTCCGATTGTGAATCCTATAAACTGTCCCTGGGGCCAGAAGGCTT 
TCACAAATTATCTAGGCAGCAACAAAGCTGATTGGGAGGAATATGATGCCACTTT TGATATCGAAGTT 
CCATGATGTATCTGCTACCATTCTGATCGATCAGGGGGTTGATGACAAATTCTTGCATGATCAACTCCTG 
CCCCACAAGTTTGAAGAGGCATGCAAGAATGCAAATGTTCCACTCCTTCTGAGATTGCAACCTGGTTATG 
ATCACTCTTACTATTTTATTGCCACCTTCATTGATGATCACATCCGCCACCATGCTCAAGCTCTGTCCCA 
AGCTGTGTCCCCTAAATGAAGTTTACCGTTTTCAAGAATCTAGAACCATAAAA CTGTTGTCCTGGACTA 
TGGGCACAGGATTTTCATAAAAACTGTTGGCCTTGACGATTGTCGCACTTCTGCTTTTCTTTATGTGGTT 
TTGATTTTCCCATGGAAATATTTAGTGTACATGCACTGGTAAACATGCTGGTA T 
 
>CONTIG\43 
ACAGATAAAGACAAATTAGCGTCCCTGGTCATGGAGAAGACACTTAACTATATTGAGAATTGTGATCTTC 
CCCCACCTCAGAAAAAGTCTTTCAGGAGACACCCATATGCTCATATTGGGTGCTCTGACCATGATGAATC 
ATTGGCATCATCTTTTGATTGGAAGGCCCAAACTGGTCATGTACAGGGCTGTCCCAACTTTGGGAAAACA 
TATGGACATCGAGGGGTTTCATCTGAACAAGGGTATTCAGATATTGGTTCTGGCAAGTCATTCAGTTCAT 
GTACAAATCACAAGGATATCACAGAGATTCTGCAACAATCTGAATCTGACCG AAAGCTCAGTTGAT 
GGAAGCACTCAACCATTCTCAAACACGGGCAAGGGAAGCTGAGAAGGCAGCAAA AGCTTTTACTGAG 
AAGGAGCACATTCTAAACCTCTTCTTCAGACAAGCCTCTCAACTTTTTGCCA AAACAGTGGTTCCAAT 
TGCTGCAGTTAGAAACCCTTTATAACCAGATTAAGAATAATGAAAAGTCAATT CTCTCTCCTCCCTGA 
GGTCTTTCCACGAATTAATTACAAACATCGAAACCACTGGCAGAGCTCGCAGAAGGCCACCAAGAGGAAA 
AGAGTCAAGCGAGGGCAACCAAGATATGAAATAACAAGGTATGCTGTTGCTTTGCATTGGGGTTGAGTC 
TTGTTGGTGCTGGGTTGCTGCTGGGATGGACTGTAGGGTGGATGTTCCCTCT TTTAGAGCACATAGTT 
TTTGACCAAAACCCTGTTTCTTGTGAAGATTGATTTAAAGGGATGTGTTTGCT CAAATTAATTTTTTAT 
GCATGTAGTTTTTTAGATTTTTAGTTGTTTAATGTAAATTTTTTGCTTTACCATTTGTACAAATGTGTGA 
TGAGATACATGTATATATTGGAGGAGTGTTTTGAACG 
 
>CONTIG\44 
TCCGAGAGAGAGAGAGAGAGAGAGAGCGAGAGAGAGCAGCCATGGTTCACGTT TT TATCGCAACTA 
TGGGAAGACCTTTAAGAAGCCTCGCCGCCCATATGAGAAGGAGCGGTTGGAT C GA TTGAGGCTTGTG 
GGAGAGTATGGGCTGCGATGCAAGAGAGAGTTGTGGAGGGTTCAGTATGCTCT GC GTATTCGTAACA 
ATGCAAGGATGCTTCTGACCCTTGATGAGAAGAACTCTCGTCGAATCTTTGGGG AGGCTCTTCTCCG 
AAGGATGAATCGGTATGGGCTTTTGGATGAGAGTCAGAACAAGCTTGATTAGTC GGCCCTGACTGTG 
GAGAACTTCCTTGAGCGTCGTCTTCAGACACTTGTCTTCAAGTCGGGAATGGCCAAATCCATCCACCATG 
CTCGAGTGCTCATTAGGCAGAAGCATATCAGGGTTGGGAGGCAGGTTGTGAATA TCC TCTTTCATGGT 
GAGGGTTGATTCACAGAAGCACATTGATTTCTCACTTACCAGTCCATTTGGTGG ACGACCTGGAAGA 
GTGAAGAGAAGGAATCAGAAGGCAGCTGCTAAGAAGGCTGCTGGTGGAGATCA TGAAGAGGATGAAG 
AATGAGTGATGGGTTAGGACCTTTACTAGTAATACTACCAGTAGGACTGAGGTCTCAACTTTGTTGAACT 
TTCAATGTTTTGCGTGCGACGTTTAGTATCACTTTAAGTGAGGAATAGAAACTTGTTGTTATTTATA 
TGTACAATGTGTGTTTTCTTGGCTTAAAAATGTGTGTTGAACCCAATGGCAGAGGAAATTCATTATGGGG 
GGATTGCTCGCTAGAGTTTCAGCTGTCATTTATGAGCCTTCTAGGCCTGTTAAATTA ACATGGGATGTG 
CTTACTGAATATGTTAGTGTGTGATAAATCAGTTGCCAGTGTTCACAGCCTTTTGGGTCAAGGGTAAAAC 
TTAGGTGCATTTCCTTTCGCGTAGTACATGAAGTTCCTTAATTAAATTCAAATGC AAATTGTATTAAAT 
TTAATTGTCTCTGGGAAAGATAAAATTGTTTGTGTTTCATT 
 
>CONTIG\45 
TGGTTTAGTAATTGCAATGGCTAATTATACTGGTTCTCACCACCGGGTTCTATTATGAAGCTCAGTGAAC 
ACGTTGCCCACTTACCAGAGAGAGTAGCATATTCCTTCAATCTCATTTTATGAC TAATATTAATAGGGC 
AGCAATTCTGGCAGTTGGGGCAAGACACTGTAATTTATTGTGACAAGATACTCCTAATATATTTTATTTC 
TTTTAATAAGTGCTGAATTCTAAGCTATGCATTCATCAAATGTGCAACAATATCCATTATGGGAATTTAA 
AATATTCACAAATTATTGGTGAATATCTCTTGTTCCACCAATGTCTTTGAAG GTTGGACTTATTTTAA 
TGGATGGCTTCTTCAATCATTGTGTTTCTCATTCAATTTTGATTTTTGTCAAA TTTTCTTGGGCTTCCG 
TTATCTTTATGATTTTTTCAGTATCTTGAACCTTAAGTATTTTCATATCATAAT TGTCATTTGCTGTGA 
ATTTCTGCTGCTGATACTACTGACATCATCGTCACTGCTGCTGCTTGTGCTAC ATAGATATCATTTGTT 
GCAACCTGCACATGGTATTATGGTCTAGACTAGTTGTCAAAATATTCTGAAG GATCTTTCTTCCC 
120 
 
 
TTGTCCTTGAATCAAAATAATAGTTTCCTGTTTGGTTTTGCTTTCTAATTTGGGGAAGTGGGAGACCTT 
TGTCAGACCGCCCTGAATTAACGCTTGTTGATGATCGAGACTTGGGTACTCAAGCA AGCAGGTCAGTC 
AGCTGGAGGCTCAAGCATTACTAGCCTGACCTCTCGAATCAAGAGGCTACA 
 
>CONTIG\46 
AAAAGGGAAAACAATCAATCAATCATGAGCCGCAATCGCAAGCGAGACAAACCCT CTTCTCCCGCCAGG 
TCCCGGTCTCTCTGTCGAAACGCCGCCGTCCTCATCCGCCGCGTCACGATGGCG CGACGATGACGGTGG 
CGACGTAATCGAAGACAAGCCGATCCAGAAGCCGGCTCCGCCTCCGGCTCTGGT G ACGGGTCTGCCC 
ACGGAGTGTTCGGTTTTGGACTTGAAGTCTCGGTTCGAGATCTACGGCTCGATCTCTCGCATTCGCATCG 
TGGATCGCGATGGACTCGCGTATGTAATGTACCGAGCTAAGGACTCCGCCGAGGC GCTATTGCTGCCTC 
TCTTGACCCGTCGTTTGGGATAACTATTGATTCCAAAAAGTTACAGGTTGTTGG CAACTGATCCTCTT 
GTCCAATGGAGAGAAGGAGTTGGGGTTGGTGCAAACAAGGACAACACATCAT TC TCATCTAAGCTTT 
TGCGGGCAGAGGTACCTCTGAGTAGACATGGAAGAGGTAATAAACTTGCTTCGGCTA AGTGAACCCTAG 
AAATAATAATAATGAAGGGTCTTCGAGTGTTTTAGATGTGCCGTTTAGGGGC A AAATTGTTGCTTAT 
GATGATATCCTGTAATTGTAGAACTAGTACTTGGGTTATTCTATTTAGTAAGAA TTGAATTTGTGTTAG 
GTTTATTTATTATAGATAGGATTTTAAGTTTATGTAGGACTGAAGTTGCTTGAAGGAAAGGTTGGTTAAA 
AGAATGAGTAAAAGCTGTTAGATGGCATGTAGCTTGTGGTTTTAAGATGAGTTG TGTTGCCAAGATTTG 
GCCTTCTTCTTCTTCTTCTTTTTTTAATTAATTGGTTATGT 
 
>CONTIG\47 
TACTCAATATTAATTGGAATACAAGTACAAAGAGCACCCTGATTATAATCAAATCCAAGTCAAGGAAGTC 
AATACCGTACCGTACCGGCCGGTATGGCTGATATATACCGTACTGGCCTGTCA C GTACAGGTACACC 
CCCTATTTTGTAGGGGAAAAAATACCGGCCGTACCGAACACGTACCGGCCATACCGGCAAAATCCGGCTG 
TTTCGGCTGGTAAATGGATATCGGCCAGAACAAAAAGCTGTTGATCTTAACGCCC AATGACCAAAAAA 
CGCTGTCGATCAACGTTCTCGTGTGTGAGACTAGAGAGAGAGGTCTAGAAGTG CTAGCAGTGACAACG 
TTCACTTCATCTTGGCCTCACAGCGGTGACAACGAAGCTGGCTAGCGGTGAA CACCACTACCATTCA 
TTGAGGTTGCGAAACATAGCTGAATGCTTAATCTGCGAGAGAGGGAGAGAGAGAGATCAAATCTGAAAAT 
GTGTGTTGATTGATGGGAAGAGATACATGTAGTGGAGTAAAAAGTGAAAAACTGTGAGAGACTAGAGAGA 
GGCCTAGAGGTTTAGACCATGTGAAATGAAATGAGAAGTTGAAGTGAAGTGATC AAGTTAACGTGTGT 
GGTGGAGTAAAAAACTAACAAAAGATACTTGCAAAATGTGAAAACTAAAAAGT T AATTTCACGTTGG 
GTTTATCACCAACAAATTTGGCTTTGTCTTTATCACTTAGTTCTTTGGCTTTATCACCAACAAATTTTTC 
TAATTATTTTATTCGATTCTCTCCCACTTTTTATCTATTTATCTCATCCAAA CTTTTTGTTGATTTTCT 
ATTTTTTTAGTCTTATTTTTTTTTAATAAACTTATAAGCTTAAA 
 
>CONTIG\48 
ATTTTTGGGAACCAATATATAGAGCTATCCAAAAGAAACAGCTTCACTTCTCTCC TGATTCCTCATTCC 
GACACCGATCGAAAAGGGTGGGGTTGAGGAATCCACTAATCTTACCGCTTTT TTGTGGATCGCCATTTC 
CCACCTCGCAGGTCTTTGGTCTGGTAAATATATCTTCAAGCGATTTACCTGGTGAACCATCATGGCGTCG 
AAGCGTATCTCGAAGGAGCTTAAGGATTTGCAGAAGGATCCTCCAACTTCTTG AGCGCAGGTCCTGTAG 
CTGAAGACATGTTCCATTGGCAAGCAACCATTATGGGACCCACTGATAGCCC TG GGGAGGTGTTTT 
TCTAGTCACTATTCATTTCCCCCCTGATTATCCTTTCAAGCCCCCTAAGGTGCAT TAGGACCAAGGTC 
TTCCACCCAAACATCAATAGCAATGGAAGCATTTGTCTTGATATCCTTAAAGAACAGTGGAGCCCAGCTC 
TTACAATTTCTAAGGTATTGCTCTCTATCTGCTCATTGCTGACTGACCCAAAT TGATGATCCTCTTGT 
ACCGGAGATTGCCCACATGTATAAGACTGACCGGGCCAAGTATGAAGCCACTGCACG AGCTGGACACAG 
AAGTATGCAATGGGATGATGGTTATTAAGACAACAAATTTGGAATTTGGTTGAAGAACGTGTTTAGTCA 
TATTTTGTTGTCTCACCTTGTTGTTTGTTATGTATCTTGGGGATGTTGGGAA CTAGAAAGAGGGTGGAA 
TTTAAGCATGTTGGTCAGAACAATGTTGTGAAATTGTATAACCAAAAGTGCACAGGTTATGCACTCTT 
TGTCTGGAGCTGTTTGTTCTGGCAATGTAGAATAGTCAGTATTGCAAACTGTTTTGAAGTTTCAAGTTTC 
AAGAAAATGAAGGAAATCAGTGTTGTTTTCAGACTC 
 
>CONTIG\49 
ACTTTACAGTGTGCAGGTAATAGAAGGACTGCTATGAGCAAAACCAGAAAGGT AAGGGAGTGGGCTGGG 
ATGTTTCTGCTTTAGGAAATGCTGTCTGGGGTGGAGCCAAGTTGGCTGACGTTCTTGAACTCGTCGGAAT 
ACCTAATTTGACAAGTACCACTCAATCAGGTGGAAAACATGTTGAATTTGTAGCA TGATAAATGTAAG 
GAAGAGAATGGTGGCCCCTACAAGGCATCTATTCCACTTAGTCAGGCCACAAAT CTGATGCAGATGTTT 
TACTTGCTTATGAGATGAATGGAGAGACTCTTAACAGGGATCATGGGTATCCAT GCGTGTGGTTGTCCC 
TGGTATTATTGGTGCCCGTTCTGTTAAGTGGATTGATTCTATTAATATAATTGC GAAGAATGCCAGGGT 
121 
 
 
TTCTTTATGCAAAAAGACTATAAAATGTTTCCCCCTTCAGTGGATTGGGATAACAT AATTGGGCAAGCA 
GGAGACCACAAATGGATTTCCCTGTTCAGAGTGTAATATGCTCTTTAGAAGAT TGAATGCAATTAAACC 
TGGAAAGGTAAAAATTAGTGGATATGCAGTATCAGGAGGTGGCCGTGGCATTGA AGAGTAGATGTGTTT 
ATTGATGGTGGCAAGACCTGGATGGAAGCCTCCAGATACCAGAAAACTGGCTCCCATACGTCGCGGATG 
GTATAAACAGTGACAAGTGGGCATGGGTGCTTTTTGAGGTCACCGTTGATGTCATGCAAAGCACTGAGAT 
TGTTGCAAAAGCAGTGGATATAGCATCAAATGTCCAGCCTGAAAAGGTTGAAGACATTTGGAACTTGAGA 
GGGATACTGAACACCTCATGGCATCGAGTTCAAGTTCGAGTTGGTCACTCAAATA GTAGACCTATGTCG 
AAACAGTATCAAATAAGTAATTGAATGGCTCAACACCCTTTTCCTTATTTAACTCCTGGTTAAATTGACC 
ACCTTTGTTTTCCTTAATTTCATTTACAAAAACAATAATTTCAGCATGTTGGATACCATTTAATGGGATT 
TTTTTTTTAAT 
 
>CONTIG\50 
CATCACTTGAAGAATCTGTATTGCATGAGCTTGAACTGGTGATGGAACAGTTGCCAGAGAAGACCCGGAT 
TTGCTTTCGGGATGCCTTGTACCGCCTTGCAAAGAACTCAAAACAGCACATGGAAACACCTAGTGACGAT 
GGATACCTTGTGATGGAAAAGTCCCCTCCATTGACAACTCAAGACGTAACAATG GGTCTGAAAGTAAGA 
AAGCAGTGGAGTTAGAGACCAATACCATTGATCGAGCCATTGCAAATCTCATG TCA TAAATCAGACAC 
TAGTGTAGGAGAAGTAAGAGAATTTTCCAGCGCAGCATCAGTTAGCTCGAACGAA GAGTATCTGGAGAC 
ACCCAACCACCAGTAAACTCCAAGCAAGAAGTCATGAGAGCAACTGGGCCCCAAAACTACAGCTCGAATC 
AACCCAAAATCCATCTTTTTCCAGACCAACAAATTTTAGCAGGTGATGCAGA TCCCGACCCTTTTTCA 
AATAGATCCACGGGAAACAAATCATAAAAAGAATGCGGAAAAAGTAAATGAGAACTACAGAAATCCTGCT 
GAGAAGAGGAAGTCTTTTGTACTGGACTTTGGTTCTGTTATATGATGGATGAAAGGCCATCTGAAGATTG 
TCATGAAGGGAGGATCCATGAAAGCTTTATCTTCCAAGAGACCATGAAACAATCGGCTGAGTTGAGCATT 
ACTATATGCATGTATATATACCCCGTTTAGTTATCATATATGCTGGTAGTTAGCA GCAAGATAGCCCTC 
TTCTGACCTTTTCCAATTTACTTATAAAATAGAAAAGTAGTAGTCAATCAGT TTTTGATCAGAGTT 
CAAATGAATAGCAATTTGAATAACTCGGACAAACGATTATTTGCTTCTGCTTCTT TTTTTCTTTTTTG 
GATTGAGATTAAGCAATAGTAAGTATGGTATGTGTATGATAAGTTGATAAT 
 
>CONTIG\51 
AACGCCTGCTAATCAAGGAATTTTTCACATTCAGTGTGAAGTTGGGAATGTTTTAGACAATTCTTGTTA 
TCAAAGGGTTTTGTTGAAATCCACACGCCAAAACTAATAGCTGGCTCAAGTGA G GGTGCTTCTGTCT 
TTAAACTGGACTACAAGGGGAAACCTGCATGCCTAGCTCAATCACCTCAGCTTCACAAGCAAATGGCAAT 
TTGTGGTGATTTTGGACGTGTGTTTGAGGTTGGCCCTGTTTTCAGAGCAGAG ACTCCTTCACTCATCGA 
CATTTGTGTGAGTTTACAGGTCTTGATGTTGAGATGGAAATCAAGGAGCATTATTTTGAGGTTATGGATG 
TTGTGGACCACTTATTTGTTGCAATGTTTGATTCCCTGAACAATAATTTTGCGAA GAGCTAGAAGCAGT 
GAGGAGGCAATATCCATTTGAGCCTCTGAAGTACCTGCGACAGACCCTAAGG T CATTTGAGGAGGGT 
ATCCAAATGCTCAAGGATGCTGGTGTAGAAGTTGACCCTCTTGGGGACCTAAATA TGAGGCAGAAAGAA 
AGCTGGGACAACTTGTTCTAGAGAAGTATGACACTGAGTTCTACATCCTCCACCGTTATCCTTTGGCAGT 
GAGACCATTTTATACAATGCCTTGCTATGATAATCCAACTTACAGCAACTCATTTGATGTCTTCATTCGA 
GGTGAGGAGATAATTTCAGGAGCTCAGCGTGTACATGTAGCAGATCTCTTGG GAGCGTGCACAGGCAT 
TAGGAATTGATGTCCAGTCAATATCAACATATGTCGATGCTTTCCGATATGTGCACCTCCACATGGTGG 
GTTTGGTGTAGGATTGGAGCGTGTGGTGATGCTTTTCTGTGGTTTGAATAACATTCGGAAAACATCCCTT 
TTCCCTCGTGACCCACTTAGGATCGCTCCATGATGGAATATTTCAGCAGTCATTGACACTCTGATTCTCT 
TTTTTATTCCCCAAAATTACGTGCTTTAGAACTGTTGAGAAATGTATACGAGTTCCTTATCAAGGGGGAA 
TATTTCTTTTTGGCTCTTTCAAAGCATGTGAAGCAATGACAAATTCCTATAAATTGTTAATACTTTTTAT 
TGCCTTTATTTGCTGCT 
 
>CONTIG\52 
CAACCTTACTGCAGAAGAGGCTGAGGAACTTAGGATTATGAGGTACAATGTA GCA TGGAAGGAGAAA 
GAGATAGATAGTAAGGAGAAGCGTCTCCAAGGGGGATGCCCAATGTCCCCCAGAGAAGCAGCCCTTTTCC 
TTAAGGCCATGGGTTACCCTTCCACTACAACTATTTACATAGTTGCAGGAGAGAT TATGGCAGCAATAG 
CATGGCCGCCTTTCGCTCTGAGTACCCTAACGTCTTCTCTCATTCCACTCTTGCAACAGAAGAAGAGTTA 
CAGCCCTTTAGACCATATCAGAATCAGATGGCTGCCTTGGATTATATTGTGGCAC TGAAAGCGATGTCT 
TTGTTTACACGTATGATGGAAATATGGCCAAGGCAGTGCAGGGACATAGGAGG TT AGGATTTCGAAA 
GACGATCAACCCTGAAAGGTTGGATTTTGTTAGACTGATTGATCAGCTGGATGAGGGAGTAATATCGTCA 
GAAAAATTTTCTTTAGAGGTTAAGAGTTTGCATTCCGACAGGCTTGGAGCACC TATCGTAGACAGGCAG 
GAGAGTCACCAAGGCTGGAGGAGAATTTTTATGCAAATCCTTTTCCTGGTTGTGTCTGTGACAAGTCTCA 
GGAGCACCTCAATAACCTGAAATTTCTTGATCAGAAACATTTGAGGGCGGCA ACAAAGATAGCATTTC 
122 
 
 
CGTTTGTTGAGATTATTTGAATTGGAGTATAAAGATTACAATTGCTTAATAGGC GCTTATAAGGGTTTC 
TGAAATGAACTGCATCTTTGCCCAGTCTGGAAGCAATAGCTGCCAAGAGGGTCT CAAGTTTTGAGTTTC 
TCCTAGGATTTTTTTTTCTTAAAAAA 
 
>CONTIG\53 
TGAAAACCAAATTGTTGGTAAAGCTGTTTCTCGACTCACAATCGATTCTCCC G AGTCCACGTCTTA 
TACATCTTCATTTGCGGATTCTTCAGGCCCCTTGCTAACACCTCCTCCATCATTG TAACTCCAGATCAG 
TTAGCACAGTCTAGACCACATGCGCTTTCTTCCAGGCAGAAACTCTACCCTGTTCAGACTGATATGAGTG 
CTCCAATTCCGACATCATCTTATTCTTCATCATCATTTTCTATTCCAGTATCTC AGCACCTCTTTTGCC 
ATTGCCAACTTCTGCAAGACAGCCTCAGTATTCGGCTACACAATTCACAGAAGAGTTTGATTTTACAGCC 
ATGAATGAAAAGTTTAAAAAAGATGAAGTATGGGGTTATCTTGGAAAGGGCATAAAACAGGGGGAG 
TTCAGGGCTTTACAACTGGTCAAAGCTTGGGGGACAGAGAAGGTCATGGCTTAATAC AATCCTAAGCC 
TGCATATGATAAGGATGAGTTCTTTGACACAATTTCTTGTAATTCGCTTGCCCGTGGTGCAAGGAACGGA 
CAGAACAGGTTCTCTGAGCGAATCAAGCAGGATACTGAGACATTTGGCAATATC CAGAGACCTAATC 
TAGGTTATGGTGGTTATGCTGCTGGACATGGTGACAATTACCGGAGCTCATTAA TGGGGAAGGGGACA 
TGGTTATGGTGGAAGGAGGCACGGTGACAACATGCCTTTCTAATGGTATCTACCTCAATTTTATCCAA 
AGGTCCATGGTTGCTTCTATCCAACATGGTTCTGTCTGTCAATCAGTCCCTTTTT T TTATAAACCTCA 
TTGCTGTCCATTGGCTTTATAAGCAATGAATCTCAAGGTAAATGATGTGAGCACCTTATATTGGGGTTTT 
CATTTTGAGAGACT 
 
>CONTIG\54 
TCTAGAGCAACAGATTTGAGAGTAGAAATACAGAAACAAATTGAGGAAAGAAATAGGCTTGAATCGAAGC 
TGGAAGAGGCATCAAGAGAACCAGGAAGAAAAGAAATCATTGCTGAATTTACC TGGTTTCTTCATT 
TCCTGAAGAAATGAGCACTATGCAAAGAGAATTAAGTAAATACAAAGAGGCT CCTCTGATGTTCATTCT 
CTTCGGGCTGACGTGCAGTCTCTTTCTGGAATTCTGGAGAGGAAGGTGAAAAGTTTGAAACTTTATCGG 
CCAGATCTGCTGACCAAGTTGCTGAGATGAAGAAGTTGCAAGCTGTGGTCCAA A TTGAAGGAAAGTGA 
TTTGGAGTTAAAGTTGATTTTAGAAATGTATAGACGTGAATCCACTGATTCAAGGGACGTCATCGGAGCC 
AAGGACTTGGAATACAAGGCATGGGCTCATGTTCAAACTTTGAAATCCTCTCTTGATGAGCACAACTTGG 
AATTACGAGTGAAGACAGCAAATGAAGCTGAGGCCATATCCCAACAAAGGCTGGCT AGCAGAAGCTGA 
TATTGCTGAGCTGAGGCAGAAGTTGGAAGCTTCTAAAAGGGATATTTCTAGGCTTACTGATGTGCTAAAA 
TCAAAAAATGAAGAAAATGAGGCCTACTTATCTGAAATTGAGTCAATTGGACAGGGCATATGATGATATG 
CAGAATCAAAATCAACATCTGTTGGCAGCAAATTACTGAGAGAGACGACTATAATA TAAAGCTTGTCTT 
AGAGGGCATCAGGGCAAGACAGCTGCAGGATACTCTACTTATGAACAAACGACC TGGAGAGGGAGCTT 
CAGCAAGCAAGTACTTCTCT 
 
>CONTIG\55 
TCGAAACCCGCACAAGCCAAACCAGAGCCGAGCTCTTCCCCTCACCATGGCGGCG CTACGGCGGCTCTA 
GCTCGCTTCTCCAAAAAATCCCTAACTTCCACCAACTACCTCAACCTCCTGAA GCACACTCGCCACGT 
CAGCATCACCCTCGCCATCACCCTCACCCTCACCATCGCCGAAGAGCGTGATCACACCTTCGCCAGATCG 
CGTGAGTTGGGACTACAGAGGCCAGAGGAGGATCATTCCGCTAGGTCAATGC TCCGAAGATCGCAGTG 
GATGCTTACGTGGCGCCCAACGTGGTCCTCGCCGGCCAAGTCACCGTCTGCGACGGAGCCTCCGTTTGGG 
CCGGGTCGGTTCTTCGGGGCGATCTCAACAAAATCACAGTCGGATTCTGCTCCAATGTTCAAGAACGCTC 
CGTTATCCACGCCGCTTGGTCCTCTCCCACTGGACTGCCAGCAGAGACAATCATTGAGAGATTTGTGACG 
ATTGGTGCATACAGTCTCCTGCGATCCTGCACGATTGAGCCGGAGTGCATTATTGGGCAGCACTCCATTC 
TTATGGAAGGTTCCTTGGTGGAAACCCACTCTATCCTTGAGGCTGGGTCTGT TCCCCCCGGGAGAAG 
AATTCCAACTGGTGAACTTTGGGCAGGAAATCCAGCCAGGTTTGTCAGGACTCACTCATGAAGAGACC 
TTAGAAATCCCTAAACTTGCTGTTGCAATCAACGATCTGAGCAAAGAACACTTCTCAGAGTTCCTTCCCT 
ACTCTACCGTGTATTTGGAGCTCGAGAAGTTCAAGAAGTCCCTGGGGATATCTATTTGATCATCTTTATT 
GCCATTTTTTCCATGTATTGCATA 
 
>CONTIG\56 
AAACCAACCCACCCCAGCTCGTCCATGGTTCCGTTTAGCTTCCATTGCCCGCCCTGCGGCCCCAACCCCG 
ACCCCAGCCCCAGCTCCTGCCCCAGCCCCAGCCCCTGCCCCTGCTCCGGAGCA TCCACCTCTAGTAA 
TTCGGCCTACATTTAGGCCATTAGCCCCCTCTCAGCCAACTCAACCTCAAGAACCCACTCCACCACCACC 
CGCCGCTGCTCCTCCTGCATCCGCTGTTGCTCCACCCCCAGCCGCTGCTGTTACA GACCCTTTGCTACT 
CCAGCCCCAGCACCAGCACCAGCACCAGTAATATCAGCACGTCCTATTTTCTCTAC AGCTCAGTTCCAT 
CGTCTCCAGTTCAGAGAGTCTCTGCTCCTGCAGCCCCTTCTTCTACTGTGAGTCAGGTATCACAACCTCA 
123 
 
 
GACCAGAGTTTCAGCTCCTTCCTCTCCAGTCACTAAAGCAGTGCCATCCTCTCTTCGGTTCGTACTTCT 
CCAATTGCTAAAGAAGCACCAACACAGAGTTTTCCCAATGTCAAAGCAGCCACCACTAGCTATGATACCA 
CCGCCCCATCTCTAAAAACCATTAAGCCTGCTGCTCAAACCCCACCTCAGTACCAAAACCCAAGCCTAC 
TGCTCCACCACCTTCTCCTCTAAACCTACCACCTACACGATTGAAGGCCGAAACTGAGACAGAGCAGAAG 
ATCCCACTGGAGGCAGAGCAGAAAACTGTGCTGGTCCAAAAGA 
 
>CONTIG\57 
GAGTTAAGAATTTTGTTTTGTATGATTTCCAAGAGTATCCTAAGATTCTATGAATAATATATTTTTGTAT 
TTTCTTATAGCTCAGCTAAAAATTGAAAATTAAGATATAGGTATCTCTATTTCGACATATGAACCAGCAC 
TGTTCAAGTTTTCCTGAGAATCAGCTCAAAATAGAAAGTTCAAATTGTTGCTTC CATTCAAATTGATAA 
TTAACCATTCAGTCCAAGTTGCCCTCAATAAATTGGATAGTGCTTTTCATCT CAAACAACATGGACT 
TTTCTTAGGTGTTGAATTGCCCTAAACTGAAAGCCCCACTTGCAATGAGTGAACATCAACTATATTGCAT 
CCCAAGGTCACATATATCTGATTTCCACATAGCAGTGTTTGTTCATTTTGTCAAT ATGTTTTTCAGGG 
AGCTACCATTGTGGATCAATGTATATGCATACAACACTGGGGGACATATGAATCTGATCCTTGGAACAAT 
CAATCTTGGAAGCCAGAAGATAATACAAGCTCAATTCAGGTTATTCACACGGGACAATGTGTCTCCACCT 
CCGGAGATGCTGTAACAGTAGCTCAGGAAGTTGTCAAAACAATGCTAGCCAAGG AT TGTTCTGGGCAA 
AGACGCATTAATCAAGGCCAAAGCTTTTGATGAGTACCATGGAGTCTCAGCACTGCTGCAGCCAAGATT 
GCTGAGCTTAGCGATAGAATTGGACTCACTGATAAAATTCATGTTGGCATGAAACTGTTAAGACTGTGG 
ACGAAAAATTCCATGTTTCAGAAATCACCAAGTCAGCTGCAACAGTCACTGGG A CAGCTGTAGTTGC 
GGCAATGGTTACAGGAAAAGCAGCTGTTGCAGCTGG 
 
>CONTIG\58 
GATATGCAGCTCAAGCTTGTCCCTGGAAACTCTGCTGGCACTGTCACTGCCT T ATGTAAGCTTTTCTG 
ACACTAGTGCTTCATTCTATTTTAGACAGGACTACATGTTCAATAGCTAATGCATATGTCTGTGTCTGCA 
GTTGTCCTCGAAAGGATCAACATGGGATGAGATAGACTTTGAATTCTTGGGGAATCT AGTGGTGATCCC 
TATATACTTCACACCAATGTGTTCAGCCAAGGCAAGGGCAACAGAGAGCAGCA TTCTATCTATGGTTTG 
ACCCAACTGCAGATTTTCACACCTATTCCATACTTTGGAATCCCCAGCGCATTATGTAAGTATTGCACCA 
ATTTCTTACTAGTTAAAATTTATGTAGCTGTTCCAGTTTTTTCCTATAGAGTGTATTGACTTTTTCTTTT 
TTCATCTCAGTTTCTCTGTGGATGGCACTCCCATTAGAGAGTTCAAGAACTT G G CAAATGGTGTTCC 
ATTCCCAAAGAATCAACCGATGAGGATATACTCTAGCCTCTGGAATGCTGATGATT GGCCACAAGGGGT 
GGACTCGTCAAGACAGATTGGACACAAGCTCCTTTCACTGCTTCCTATAGAAACTTC ACGCAAATGCTT 
GTGTTTGGACCTCTGGGGCATCCTCCTGCGGTTCAAACTCTCCCTCTTCTACT CTAGCAATAATG 
 
>CONTIG\59 
CTTTGTCTTCCTGTTTCTCTGCCACTTTTTAAGTGGCGGTCCATTTTCGGACAAGCACCCAATATTGACT 
TCAACTTTCAAGAAAGACATACATATATTCATCATACACACACATACATATTCGTATACAGAAACAGGAA 
GAGAAAGAGAGAGAGAGAGAGATGGCGCAGGTTGATCGGAGAATTGGGGTGGCC T GACTTCTCGGCAT 
GTAGCCTGAAGGCGCTGAAATGGGCTGTGGACAACGTTGTCCGTGATGGGGAT GCCTAATCCTCGTTGC 
CGTACGCCCCGAAGGGAATTACGAGGAGGGCGAGATGCAACTCTGGAAAACGACTGGTTCTCCTTTGATC 
CCTGTGAGCGAGTTCTCTGATCCTATCATTATGAAAAAGTATGGAGTGAAGCCTG CCCCGAGACCCTGG 
ACATTGTCAACACTGCTGCGAAGCAAAAACAGATTGTGGCAGTCATGAAGATCCTCTGGGGAGATCCTCG 
CGAGAAAATATGCGAAGCAATTGATAACATTCCTCTGAGCTGCCTTGTTATAGGA ACAGAGGGCTTGGC 
AAGCTTAAGAGGGCTATATTAGGCAGTGTCAGCAACTATGTGGTGAACAATGTGCCTGTCCCGTAACTG 
TGGTGAAGAATGTGGATAATGAACATCATTAGTTCCATTACCTGTATGGCTG ATG GCTCAAGAAACAA 
GTGCAATGCTGACTGTGCTTGAACTGATTTTCTTTTGCCAGCCTGACTCCTG ATTTGGTATCTA 
 
>CONTIG\60 
ACATCGAATCCATTGCCAACGATTCTCTCCAATCCTTGGAAGGGCGGTTGGT AACACCTACCAGGAAAT 
GAAGACATACACATTCAACATTGCACTGCTTTCCATATTTGGAGAGGATGGA T TTGTATCGAGAGGAT 
CTGAAGCGGTGCTACTACATTCTTGAGAAGGGTTACAATTCAATGCCCATTAACCTTCCTGGAACACTCT 
TCAACAAATCCATGAAAGCAAGAAAGGAGCTAGCTGAGATCGTAGCCAAAATT TCTCAACCAGGAGGCA 
AATGAAGAAGGACCACAACGACTTGCTGGGATCTTTCATGGGTGACAAAGAGGCCTCACTGACCAACAG 
ATTGCCGATAACATCATAGGTGTTATTTTCGCCGCTCGTGACACCACTGCCAGT TCCTCACCTGGATCT 
TCAAGTACCTCAGCGAGAACCCCAGTGTTCTTCAGGCAGTCACTGAAGAGCA GAG CATTGTGAGGAG 
TAAAGAGGAATGTGGTGAGGAGAAAGTTCTGACTTGGGCAGACACCAAGAAGATGCC ATAACTTCAAAG 
GTGATTCAGGAGACACTTAGAGTTGCCAGTATTTTATCTTTTACTTTCAGAGAAGCTGTGGAAGACGTTG 
AATATGAAGGGTATCTTATACCAAAGGGGTGGAAAGTTTTGCCACTTTTCA 
124 
 
 
 
>CONTIG\61 
ACTACTACTACTAGTATTTGCTTACCACCCACTACAAATCCTCTTCATGGCTTCTT TTCCACTTCTTCA 
AGTGTTAAATTGATGCTTCTTATGCCTGTTCTTGTTAGTTCTTTGATAGTTGCTACTGTTGGCAACTTGA 
ACAAAGACTTTGACATCACATGGGGAGATGGACGGGCTAACATACTCAACAA GGTG GCTTCTTACTCT 
CAAACTTGACAAAGCCTCTGGCTCAGGATTCCAATCCAAAAATGAGTACCTCTTTGGAAAGATAGATATG 
CAGCTCAAGTTAGTTCCTGGAAACTCTGCTGGCACTGTCACCGCCTACTATT TCT CTAAAGGATCAA 
CATGGGATGAGATAGACTTTGAGTTCTTGGGAAATCTTAGCGGTGATCCTTACAT CTTCACACTAATGT 
CTTCAGCCAAGGCAAAGGCAACAGAGAGCAACAGTTCTATCTCTGGTTTGACCCAACTGCAGATTTTCAT 
ACCTATTCCATCCTTTGGAATCCTCAGCGCATCATATACTCTGTGGATGGCAC CC ATTAGAGAGTTCA 
AGAACTCAGAGTCAATTGGGGTTCCATTTCCAAAGAACCGGCCAATGAGGATAT CTCTAGCCTCTGGAA 
TGCTGATGATTGGGCAACAAGAGGTGGACTTGTCAAGACAGACTGGAGCCAA CACCCTTTACTGCTTCA 
TACAGAAACTTCAAAGCTGATGCTTGCACATGGTCTTCTGGAGCATCTTCTTGTAGTTCAACTACTCCTT 
CACCTTCCTCCAAAA 
 
>CONTIG\62 
ATCCCCTCCGCACGTGTCAACCATTCACCATCCCGATATTTTCTCCACCCCACTCCTCCTTAAAAACCCT 
CTTCACTTCCACGGTATCCTCACAATCTCAGACACACACTCTCTCACACACA AGATCCTAAAACG 
CTCTGTCGTTTGTTAATCTCATTGAAAATGGCAACCATGGCTTCCACTCTCCTC AAGCCTCAAACCC 
TCGCTTTCTTCGACTCCTCTTCCTTCCACGGCACCCCTTTGGCCCCACCTTCTT TC ACGTGTCCATCA 
ACCCGCCAAATCTTCCGTGGCCCCACATGCAATCTCCATGTCCGCCTCTCCT CGC GTACGATCTTAAA 
GGGTTCGCCTTCGAGCCCATCAAGGAGTCCATCGTCTCACGCGAGATGACACGTAGGTACATGACTGACA 
TGATCACCTACGCCGATACCGATGTGGTCGTGGTCGGTGCTGGCTCAGCTGGTCTCTCATGCGCTTATGA 
ACTGAGCAAGAACCCATCCGTACAAGTGGCTATAATCGAGCAATCTGTGAGCC GTGGCGGTGCATGG 
CTCGGTGGTCAGCTCTTCTCTGCTATGGTTGTACGCAAACCAGCTCATCTCTCCT GACGAGCTTGAAA 
TTGAGTACGATGAGCAAGACAACTATGTTGTGATCAAACACGCTGCTCTCTT A CTCAACCATCATGAG 
CAAGCTCTTGGCTCGCCCCAATGTCAAGCTCTTCAATGCGGTGGCAGCC 
 
>CONTIG\63 
AGCAATGGCGATATCCTAATGCTAGAAGCTCCTCCTCCGACCGGTCCCACGGG C GACTATCCAGCG 
CCGAAGTCATCGACGCCTTGCCGTACATCGACGATGACTACGCCGACGCCAGAGTGAAGCAGGAGGTAGA 
CCGTTTGGTCGAGGATGAGATGCGTCGTAGCTCGAAGAAACCCGCCGACTTT TC ACGACCTTCCTCCT 
CTTCCCAATGTCAATTTCAAGAATCACCCGATGATTGCAAGAGAGTATGAGCG T AGAGCCGGGAAGC 
CTCCGGTGGCTCTCGATAGGTCACGGTACAATTTGGAACCGCCGCCGTCGAATAAAT GAATGATGAATC 
TGCTTGGAATCATACACTTCACAGAGCTCAATGCTTGCTTCAGTATCAAATGATC GTCTTGAGAATTTG 
GAACTGATGGTGAAATATGGTCCTGATGTCTGGAAGCAGTTCATCCAACGATTGGA GCATACCTATCAA 
GAATGCAAAAATTAGTTCAGGAACAGAATGAAAAGAGTGAAACAGTGAACCGTGAAAGGAAATATCATCA 
GCACAATACTGCATATGAGCTTACTGCATTGTCCACACAATGGAAGGAGCTCTGTCA AAGAATATAGAA 
ATTCAAGCTGCATGTACTGAAATTGAAAATCATTTAGAAGAACTGAGGAAAGAAGC TCAGAGAGAGGCT 
GGAACTTA 
 
>CONTIG\64 
CCATAAGGGTGCTGCAATTTTTTAGTATGAATGGAAACCTTTGGTAGGCCTA TTTGCTGTAGTTGGTA 
GCACTGTGAAAAAGAAGAGGAGTAGTGTATCTCGCAGACCTCACCCTGACTACAGGCATTTCAACAGAA 
ATTTTATCTTTTACCTTCATTTGCACAACCATCTAGCAGTGGAAGACACAATGAATATAAGAATTTTGGA 
GATAGAATAATTGCTTCTGATAAATTAGGAACTGAAAACAAGCTGAAGAGACTA AGCTCAAAGTTGGTG 
GTGTTACTCGTACAATTCACAGCAAGTCTAGCAACGACTTTATTGGTGATTC TCCATCACAAAAATTTC 
TCATAGTTCTGATGGCCATAAGCCCCTCCAGAAGTTTCTTCCACAGGATGATTT GATGGTAATCGTGTC 
TATCCTTCGGACAAGGGGAATAACCTTAAAGTCAAGTGGAAGGACTTTTCCAA ACTGGTTCTAGTTTTG 
GAGAGGAATATAATTCAAGGGGCAGGACATCTGAGGGAAGTCTTTCTGTGATTATGAGCCTGTTCGTAA 
GAGTAAGCGGGTTCCTAAAAGACGTGTCTTGGATTTAGGAGTTGATGATAATGACGATGATGAGGAAATC 
CAATATCTTGGGCGACTGAGTGCTTCAAGAATTTCTGAAGATTATGAAGATG GAGTAGTCAATTGG 
CTGATGGCATGTATGGTGATGATGTGGAATATTATGGATCACCAAGATCAGTA AAGATGG 
 
>CONTIG\65 
TTCTGTTGAAGGAGCTTCTATACTGACCGCTGGTCTTCCACAGTATGGACAACTTGGGCATGGAACGGAC 
AATGAGTACAACACTAAAGACAGCTCAGTGAGGCTTGCTTATGAAGCCCAACCA GCCCTAAAGCAATAG 
125 
 
 
CTTCCCTTGCTGGGGAAACAATCGTCAAAGTTGCATGTGGAGCGAACCATAC GTGGCGGTTGATTCAAA 
TGGCTTTGTTTACACGTGGGGCTTTGGTGGTTATGGAAGGCTCGGACATAGGAGCA AAGGATGAGTGG 
TCCCCTCGTCGTGTTGATGTTTTTCAGAGGCACAATGTTCTACCTCCTGATG A TGGTATCAGCTGGTT 
CTGTTAACTCTGCTTGCACTGCAGCTGGAGGGCAGCTGTATATGTGGGGCAAAATAAAGACCACTGGTGA 
TGACTGGATGTATCCTAAACCTCTCATGGATTTAAGTGGTTGGAACATACGTTGCATGGATTCAGGTAGT 
ATGCACCATTTTGTTGGTGCCGATTCCTCCTGCATAAGTTGGGGCCATGCAA ATGGAGAGCTGGGAT 
TTGGCCCTACTGGGCAGAAATCGTCTGCAACACCAAAAAAGGTAGATATTCTTG GGGCATGCATGTCAT 
CAGTGTTGCATGTGGTTCTGGCCTTTCCATGGTGATTGTTGATAGAACAAATGCTGCTGATCGACTTGAT 
CAACTTGATGTATATGATGGCAAAGGTTCTGGTGAAGGGAGTGAGGAGCCTAGAG AAACCTGTTGCCA 
AGCAAACTACTAAAAAGGGTGCTGCTAAAGCTTCTAATAACTCCAAGAAGAG AGTCTAAAGATTC 
ATCTGACTCTGAAGATGAGGAGAGCGATGATGATGACAGTGAAAATGGTGAGAACAGCCCAATGGGCAG 
GCGGAAAAGAAAAGTCAAGGTGGGAAGGGTTCTAATAGAGGTCAAGGTAAGG TGCC CTAAACCAGTGC 
GTGGACGGGGGCGCCCTCCTTCGGCAAACAAAAGCTCACAGCCGCCACCTCAAGCGAAAACCGGTAAAAG 
AGGAAGGCCTCGTAAGTCATAAGTTGCATATTCTCTTCAAGTGGAAATTTTGTC C CTTTGTGGAGAGG 
TGTACTTTATAATCCATTGGCTACTGTATTTGCAGTTCTTTTAATTGTTTTAAA CTTCTTTTTATTTT 
TTAACTCATCATCTCACTAAAATGCGCTTGCGTAATTGATGAAAACAATTCTTC GTACTAACATCTTAT 
TTTGAGGTCCTGGCAAATTTAGAGAATGTTAGTGGTAG 
 
>CONTIG\66 
TTGGTGAATATGCGGAAAGAATTGATAATGCTGATGAGCTCCTTGAAAGTTTCTT GAGAGTTTCCCCGA 
AGAGCCTGCACAAGTCCAATTGCAATTGCTGACTGCAACTGTCAAACTTTTTCTCAAGAAGCCAACTGAA 
GGCCCACAGCAGATGATTCAGGTTGTCTTGAATAATGCCACTGTGGAGACAACA TCCTGATCTGCGGG 
ATCGTGCGTACATATATTGGCGTCTCTTATCAACCGATCCTGAGGCAGCTAAGGATGTTGTGTTAGCCGA 
GAAGCCTGTGATAACTGATGATTCAAACCAACTTGATCCATCTCTTCTGGAGA CTTCTTGCTAACATT 
GCTACACTGTCTTCTGTGTATCACAAACCCCCAGAAGCATTTGTAACCCGTGTGAAGACAACAGCCCAGA 
AAACCGAAGATGATGACTATCCTGAGGGTGGGAGTGAAACAGGATATTCTGAATCATCTGCTCACGCAGC 
TGATGGTGGTGTATCTCCAACTAGTTCAAGTAATGTTCCATATTCTGCTGCAAGGCAACCAGCCCCTGCA 
CCACCTTCACCTGCTGCTCCAGTGCCAGATTTGCTTGGTGATCTGATAGGCCT GACAATAATGCTATTG 
TTCCTGTTGATCAGCCTGCTACTCCTAGTGGCCCTCCATTGCCTGTTGTACTACCAGCATCAACTGGCCA 
AGGTTTACAAATCAGTGCACAGCTGACACAACAGGATGGTCAAATATATTACAGTTTATCGTTTGAAAAC 
AACTCCCAAGTTCCACTCGATGGGTTCATGATTCAGTTCAACAAGAATACATTTGGTCTTGCAGCCGCTG 
GACCCTTGCAGGTTCCACAAGTGCAACCTG 
 
>CONTIG\67 
AAAATAAGTAAAAGCACATTTGGGTCTTTACGGAGACTCCGGAGTTCTTCCAAACTCGATCTCTCATGAA 
TACCAATTCTTCTCTGATTCAACTTCGCGGCTTTTAAAAGTTTGAAGTTTTTCTTGAGGTTTCAAGATGA 
CAAGTGGATTTGGGGAATCAACTAGTGTGCCACCCCAAAGCCCGTCTTGCTCAGGCAATAACGCCAATGA 
TGCGGGGGATTTTGAATGCAATATCTGCTTTGAGTTAGCTCAGGACCCAATTGTG CACTTTGCGGTCAC 
CTCTTCTGTTGGCCATGTCTGTACAGATGGCTCCATCATCACTCTCATTCCGGAATGTCCGGTTTGCA 
AGGCAATCGTAGAAGAGGAAAAATTGGTTCCTCTATATGGACGGGGCAAAACA G CTGACCCACGATC 
AAAGTCGTATCCGGGTATTGACATTCCTAACCGCCCGGCTGGTCAAAGGCCTGCAA TGCTCCTCCCCCG 
GAACCAAATCAGTTTAACTTCAGCAATTATGGGTTTGGATTGGTAGGGGGTTTTAT CCAATGGCATCTG 
CAAGGATTGGTAACTTCACACTGGCTACTGCTTTTGGTGGTCTGATTCCGTCCTTAT CAATATTCAGTT 
TCAGGGCTTCCCGGATGCTACTGTGTATGGGCAGACTTCTGGTTATCCCTATGGGT TAATACGTTTCAG 
GGGGGCCATACCCACAGGTTCCCACAGCCAATCCATCGAGGACAGCATGCTGAT ATG TTTGAAGAATC 
TTCTTTTGATGATTGGTGTTTTTGTGATCATCGCTCTCCTTTGTTGGTAATTTGTTTTGCCTTTTAAACT 
TAAGTTATGAAGGTTTATTACAATTTACATGATATGTATGTATATACATTAGCTGCTTGGTGAGTTCATT 
TTGTGGTCGTCGGTTTGGTGTTATTGAAATCTGAAAAATGACTTG 
 
>CONTIG\68 
GACCCAAAGATAACTGCTTTGATGCAACAAGCGGAATTGCTCAGCTCACTTGCACT AAAGTTAATACAG 
AGAACACAGACCAAAGTCTTGAAAATGCTTGGAAGGCCCTGCAAGATTTCCTGAAC GAAGCAAGGAATG 
TGATATTCTAAATTATAGATTCCCTGATATTGATCTTCAACTTGAAGATTTC AAGATTTGGTAGATGAC 
TTAAGAAGTTGTAATGAGGGAAGTCAACAATCCTGGAGGCAACCTGATCTGACGA AGTCTCCTGGTA 
GCTCTGACTACAGTACAGGATCGACTCTCCTGTTGCATTCAGCTGGTAACAAACTGGAACAAGGACACAC 
TGAGATATGTTCACTGCATCAGGATATTGGAACTGGGTCAGAATCAATTCATAT GAAGAGCAAAAGGAT 
GTTGGCGAATGTGAGAATGGGGTTATTTCTGGTGCAACCCCAAAGCAAGGGATTTTCATGTGTTGTGATG 
126 
 
 
AACAACCAAACAATGGAGTTGTTTGTGTCTCATCAAGTACAGACTTTGGTTCCCC CTTCAAGTAACCCC 
ACTGTTCAGATCATTAGCAGCAGGAATTCCTAGCCCCAAATTTTCAGAAAGT GAGCTTCCTACTA 
AAAACGCTTGGAATGGAGTCCCCTTGCCCCAACCCAAGTGCTAATCTTTCACAACCACCAACCTGCAAAA 
GAGCCCTCCTCCAGAGTCTATAACCAACCTTTCTGATTTACCTCACAATAGAT TTCTATGTGGTCCACA 
TCCATTATTGAGTTCTTGTCTTCTCCTTTGAATTCAGTTTCTTCGGATTGCGCAATTCCGGCCTGAAAT 
TTTACATA 
 
>CONTIG\69 
CTGAAGCTGCAGCTTATATCAGAAAAAATGTTATCAGACTCCTTTTTGAAGA TCAACTTCCCCCAAGC 
ATCCGAAGTTAATGATGTTTTCTTAGAAGAGGTTGAGAACTCAGTCCGGAAAGCATTTCATCGGGCTGAT 
CAAGCCTTAGCAGAGGACCACAGTGTGAGCAGTTCTTCAGGGACGACGGCTCTCACTGCTATGATATTTG 
GAAGGCTTCTCATGGTTGCCAATATTGGTGACTGCAGAGCAGTTCTCTGCCGGAAAGGAGAGGCAATTGA 
TATGTCTCAAGACCACAGACCTATTTATCCATCAGAAAAGAGGCGTGTTGAAGAATTAGGTGGATACATT 
AACGACGATGGGTATCTAAATGGTGTTTTATCGGTTAGTCGAGCCTTGGGGGACTGGGATATGAAGTTCC 
CTCGTGGTTCTCCTTCGCCTCTCATTGCAGAGCCAGAGTTCCGGCAGGTGGTTCTATCTGAGGATGATGA 
GTTCCTCATCATAGGGTGTGATGGAATTTGGGATAAGATGTCAAGTCAGGAAAGCAGTTTAGTCTTGTTC 
GTCGTGGGCTGCGGCGGCATGATGACCCAGAGCAGTGTGCAAGGGACCTTGTCATGGAAGCCTTGCGTCT 
CAAGACCTTTGACAACTTTACTGTGATTATTGTATGCTTATCTTCTCTAGATCCACCCCGGCAACGAAAG 
ATGAGGTGTTGTAGCCTCTCTGCAGAGGCCCTTTGTAGCTTGAGGAGCTTGCT GA GCAGTGCAAACA 
GTTGAACATACATACATTGATTCTGCCAGCGGTTGAATGTATATACATTTATTC GCCGGCACTTGAATG 
TATATACATTTTTGAAATAAAATCTCTCTCCCTTGCTTCTGGTACGTTGAACA TCTCGTCAGCCAAG 
AA 
 
>CONTIG\70 
CCTTTTTACATCAGTCCTACCTAAGAGTAGACTCCGCCACAATAACACTATATAGCCAACCAAACCAGCC 
AACTATACCAACCACTTGGTACTGTGGACACAGAGACACAGAGAGAGAGAGAGAGAGAGAGAGTGAATGG 
CGAGCTCTGGAGCAACATTGGAGGACATACCTTCGGTTGACATCATGACTGACT CTCCGTCGCTTCAA 
GTGCGACTCCAAGCCTGACAAGCGCCTCATTCTTGTTGGTCCACCTGGATCTG A AGGGTACACAGTCA 
CCAATAATTAAGGATGATTATTGCTTGTGCCATTTGGCTACTGGTGATATGCTA G GCTGCAGTTGCTG 
CAGAGACTCCTCTTGGAATTAAGGCTAAAGAAGCAATGGTGAAGGGAGAACTTGTATCTGATGATTTGGT 
TGTTGGGATTATTGATGAAGCTATGAAGAAGCCATCATGCAAGAAGGGTTTCATT GGATGGTTTCCCA 
AGGACCTTGGTTCAAGCACAAAAGCTTGATGAGATGCTTGAGAAGCAGGGGTTAAAATTGATAAGGTGC 
TCAACTTTGCAATTGATGATTCCATATTGGAGGAGAGGGTCACTGGTCGATGGATACACCCTTCTAGTGG 
TAGATCTTACCATACAAAATTTGCACCTCCCAAGGTTCCTGGTGTTGATGATCTCAGAGAACCTTTGA 
TTCAACGAAAAGATGATACTGCAGAAGTTCTCAAGTCAAGGCTGGCGTCCTTTCATAAACAAACTGAA 
 
>CONTIG\71 
AAAAAGAAACCCTTCTTTCTTTTCAGTTTTCAGAGATTCAGAAAATAATTGGTGGTTTCCAAATACCGGT 
AAGTTGAATTTGAGAGATGGGAATGGGAAGGGGTGATTTGTCAGGCGGAGAA C TGAGCACGAGCACG 
AGTAGTAGCGAGGCTTCCTTACCACGAAGATTCCCACTGGCAGCACAGCCTGAGATAATGAGAGCTGCCG 
AGAAGGACGAACAGTATGCCTCCTTCGTCTATGATGCCTGTCGCGATGCTTTCC CACCTCTTTGGTAC 
AAGGGTTGCTGTAGCTTATCAGAGGGAGACAAAACTTATGGGGCAGATGCTTTATTATGTGTTAACCACT 
GGTTCAGGGCAACAAACATTGGGAGAGGAATACTGTGACATCACTCAGGTTG ACCTTATGGAATTC 
CTCCAAACCCAGCAAGACGTGCTCTTTTTATTGTCTACCAGACAGCGGTTCCTTA ATTGCAGAACGGAT 
TAGTTCTAGAGTAGTTTCCCGTGGCATTGTCCTGGCTGATTCACAGTCTGATGAGCCCTACAACAACGAT 
GCTCCAGGAAGCAATCATGTTCAATCTTCCACTGTGACTAATCTTCCACCCT CT ACATCAGGGGTGT 
CTGTTTCTCTGATAAGGTTGAAAGAGAAATTCAATGGATTATGGTTGTCAGCAGTTCAGAGATGGCCTAC 
GGTGCTCCCTATAGCTCGAGAATTTTTGCAA 
 
>CONTIG\72 
CTCCTACTATCTATCATGGGTAATGACGTGGTCATGGTGGATGAAATCCCATT TCAGCAGATCACCA 
CCGCAAAGCCCTTATCTCTGCTGGGTTACGGAATTACGGACATTGAGATACACTT CTCCAAATTAAGTT 
CACAGCAATTGGAGTTTACTTGGAACCTGAAATTGTGGGGCATCTGCAGCAGTGGAAGGGCAAACCTGGC 
AATGTCGTAGCTGAAGATGATGACTTCTTTGAGGCCCTTATTTCAGCTCCATGGAGAAATTTCTGAGAA 
TTGTGGTGATTAAGGAGATCAAGGGTTCCCAATACGGAGTGCAGCTAGAGAG TC TGAGGGATCGATT 
GGCTGCTGATGACAAGTATGAAGATGAGGAGGAGGCAGCATTGGAGAAAGTTGTTG A TCTTCCAGTCT 
AAATATTTAAAGAAAGATTCTGTCATCACATTTCATTTTCCAGCAACTTCTGG ACCGCTGAGATTGCTT 
127 
 
 
TTTCGACTGAAGGGAAGGAGGACTCAAAAATCAAAGTGGAGAATGCAAATGTGGTTGAGACAATCAAGAA 
ATGGTACTTGGGAGGGACTAGGGGGGTGTCTCCTTCAACTATAACCTCATTGGCT ACACCCTTTCAGCC 
GAGTTATCTAAATGAACATCTGTTGTCTTAATATGAACTTTGTGGTGCTTGTTTGCTAGTCTAATTTGAG 
CTTTGTCAATGGAAAAATCATGCTTGCTATGTTTCTCTACC 
 
>CONTIG\73 
GTTTTCCTTTTGGTCGGTACCCAGCCAAGGGTTGAAGCTGCAATGGTAAATCGAGGATCAGAAAGACAG 
TTCGTGCAAACCAAGCTAAGGTTGGTTACATTGGCCCTGCAACTGATTTGAAT A TCACCAGCATCT 
TGGTACAGGCCCTAAAACACTAATTGAACTTGCTGAGGGTCGCCATCCCTTT G TCAGCCCTAGCGAAT 
GCCAAGAACCCAGCAATAATTGTTGGTGCAGGGCTTTTTGAGAGGGAGGACAAG ATGCAATTTTCTCTG 
TTGTTGAAACAATTGCAAAGAATGCGAAAGTTGTCAGACCTGATTGGAATGTTTCAATGTATTGCTTCT 
TAAGGCTGCCCAAGCTGCAGCACTTGACCTTGGACTTGTGCCCGAATCTGCAAATAGCATTGAATCTGCC 
AAGTTCGTGTATCTGATGGGTGCAGATGATGTGAACATGGAAAAAGTTCCATCCGATGCCTTTGTGGTTT 
ATCAAGGGCACCATGGGGACCAGAGTGTGTATCGGGCCAATATCATTCTTCCGG GGCAGCATTCAGTGA 
GAAGGAAGGGATCTATGAAAAATACAGAAGGGTGCTCACAACAAACATTGCCTGCA TTCCAACAGTTGG 
TGATGCCAGGGACGACTGGAAGATTATTCGAGCACTGTCTGAGGTGGCAGGA TAAGCTTGCCCTATGAT 
TCACTTGGTGCTATTCGAGCCCGGATCAGGACTGTGGCACCAAACCTCTTAAACATGGATGAGAGAGAGC 
TGGCAACCTTTTCAGCTTCATTGAAGCCTGACTGCAGTCATAAGATGAGTTTGACTGATTTCCGGCCTGC 
CATTGATAATTTTTATATGACTGATTCCATTACAAGGGCATCAAAGATTATGGCTC 
 
>CONTIG\74 
AAAGACCACCTCGGTCTTCTCTCTTACTAGCAAAATTTTCAGCTTAGAATTTTCCAAGACTGTGACTTTA 
GAGTGATCAAGAAGACTGAGAACGATGATTTCAGAGAAGCAGAAACCGATTGATCCGGGAAGTGTGGG 
CTGGTAATTTGGAATCCGAGTTCGAACTCATTCGTGACGTGATCGATCGGTACCCTTATATTTCTATGGA 
CACTGAGTTTCCTGGCCTTGTTTTTCGACCATCTGTGGACCCATCAAAGCCTTATTATTACCGTCCTCTC 
CAGCCCTCCGATCACTACCGCGTTCTGAAGTCGAACGTCGACGTTTTGAACC CATC AGGTCGGTCTTA 
CTCTCTCCGACGCCGCCGGTAACCTTCCCGACCTCGGATCCGGCAACCGGTTC T T GGAGTTCAACTT 
CAAGGACTTCGACGTGGCGCGTGACCCTCACGCTCCTGACTCGATCGCGTTGCTGATGCGACAGGGGATC 
GACTTCGAGAGGAACAGGGAAGAAGGGGTTGACTCGTCCCGGTTCGCCGAGT ATGATGTCGTCCGGAC 
TCGTCTGCAACGAGTCGGTGAGCTGGGTCACGTTTCACAGCGCGTACGACTTCGGGTACCTAGTGAAGAT 
CCTCACGCGCCGGAGCCTGCCGAGTGAGCTGGACGAGTTTTTGAAGATTTTG GG GTTTTTCGGGAAC 
AGGGTTTACGATGTGAAGCACATGATGAGGTTTTGTAACAGCTTGTATGGCGG CTGGACCGGGTGGCGA 
GGACCCTTGAGGTGGACCGGGCCGTCGGGAAGTGCCACCAGGCCGGCTCCGATA CTGCTTACGTGGCA 
CGCGTTTCAGAA 
 
>CONTIG\75 
TTATTTATTTTTCCATTTCAGGTGCTAGATATTTTGGAACTGTATAGACGCATATATGAAGAGTACTTGG 
CTATTCCTGTCGTAAAGGGAAAGAAGAGTGAGATGGAGAAGTTTGCTGGTGACTT ACACAACTAGTGT 
TGAGGCATTTGTTCCAAATACTGGTCGTGGCATACAAGGTGCAACTTCGCAT GTCTGGGTCAAAATTTT 
GCTAAAATGTTTGAGATAAACTTTGAAAATGAGAAGGGAGAGAAGGGTATGGTC GGCAGAACTCATGGG 
CCTATAGCACTCGGACGATTGGTGTTATGGTGATGGTTCATGGGGATGACAG CTTAGTGCTGCCACC 
AAAAGTAGCATCTGTCCAGGTTATTGTAATTCCTGTGCCTTATAAAGATGCC ATA TCGGGCAATCTTT 
GATGCCTGTTCTGCCACTGTGGCCTCCTTGTCTGAGGCAGGTATTCGTGCTAA GCAGACTCTAGAGATA 
ATTACTCTCCTGGTTGGAAGTACTCACATTGGGAAATGAAAGGTGTTCCTCTAAGAATTGAAATTGGTCC 
AAAAGACTTGGCAAATAGTCAGGTACGTGCTGTTCGCCGTGATAATTCAGCAAA CAGACATCCCTAGG 
GACAAGCTGGTTGAGCAAGTAAAAGAAATGCTGGACAATATCCAACAAAGCCTGTTTGATGCTGCCAAAC 
AAAAACGA 
 
>CONTIG\76 
TTACTGTTGCAGAGAGCTTCAACAATGACGACTGTGGTCCCCACCTCCGAAGAAGATCCCGCCCTCGCCG 
TCGTCCGATTCACTTCCGAGCTCGCCTGGGCCGACGCCGGCCCTGAGGTTGCCGA CGGCAAGTTTCTAC 
GCTGTGTATGGAAGCTCAAGAATGCATCGTAATGAACAAGTGGCTTGAGTTGGCGTCACTTATGCTCACG 
TCTGCTGACTTGATATTCTCAAAGGTTTCCGACAAAGATCTTGAGTGCATTTTACTGTTATCTGCAATC 
TTGTTACGAAGTCTGAAAGTCCAGATGAAGAGCTTGAGATGGCAAAGCTTAT T AGCAAAAATTACTCA 
TCAACCAAATGATAAACCTGCATTGCGCTTAAAGATTGTGTTCAACCTGTATAATCTACTGGGGAATCCA 
TACAGCCGGTTCCATGTTTACATGAATGCCCTAAATTTGGCACTCAATGGGA CCACTGAACATATTG 
TACCTTCATTCAGAAAGATTGATAGCTTCCTCAAAGAGTGGGGTATTGGGATCTCGGATCAGCGGGACCT 
128 
 
 
TTTTCTGACCATATCTAATGTTTTGAAAGAAAATAAAAGCTCTGGAAAGGAGTCCTTCAAATTCCTGACC 
AAATACTTAGCAACTTTTTCTGGTGAAGATGCACATACAATGAGTGAAGCCA G AGGAAGCTGTGCGCA 
CAATTGTGGAATTTGTGAAGGCACCTGACATGTTTCAGTGTGATTTGCTAGATATGCCTGCTGTGGGGCA 
GTTGGAGAAGGATGCTAAATATGCATCGGTGTATCAGCTTCTGAAGATCTTTCTGACCCAGAGACTTGAT 
GCCTATTTGGAGTTTCAGA 
 
>CONTIG\77 
CCTGCAGCAAGCTTTTAACCCAAGGATGCCCCAGTCTGTGGGTCAATCTTCG CCTATTCCACCATCT 
TCGCACCCCTCGCGGACCCAAGTTCAGCAAGGTGGTGGACAAATTGGAATCAATC CAGAGCAGGAACTA 
CTGGTAGCCAACCAGCTAGATATTTGGTTAATCAGAACCGATATCATCCCCAGAA AGTAGACAGGCACC 
ATCTGTTCCACTTCTAAATCAAACATCCAGAACAGGGCAGTCCCTTCCAGTGAGT CTGATGGCTTAAGG 
GCATCCACAGGGGAGCAAAGAGGGAACATGGGAGGGATGTCACAAGCAGTTCCAAG GCTGATGGTTTGC 
TGGACTCAACATCAGAGCAGAATTGGCGGCCCTCTGGTCGAATGCGTGGAAGCTTGTCAGGTCGGGCTTA 
TTCTGAAGCTCTTAGTCAATTCATGATTCAGCCAACCCAGACAGCTCAAACTGC GACCACCGCCAAAT 
TCTACTCCTCCAGCATCTAATGTTTTACCACAACTGCAGGCATTGATTGCAA AACAGAAACGCCCGCA 
GTCCTCAAACGTCTAATATCCAATGACACAGCCCAAGTATTCGGCCTGAGCAT TTATAGAGATGCATTT 
ATGTTAGCTTAATGGGAGCTGTACATAATATTTTATGCCATGACCAATTTTGTATTCCATGGTTACCTTG 
TAAAGTTAATTGGTGAGTCGAATGCTGGTTATGGTCGGTCTGTATAGAG 
 
>CONTIG\78 
GATCAACACAAACAAACAAAAAAAATGACCAGGAAGTTCTTCGTCGGTGGAAACTGGAAATGCAATGGAA 
CCACTGAGGAGGTGAAGAAGATAGTGTCTACACTTAATGAAGGCCAAGTGCTCC C AGATGTTGTGGA 
GGTTGTGGTAAGCCCTCCATTTGTGTTTCTTCCATTGGTAAAAAATTTGTTGAGGCCTGATTTCCATGTT 
GCGGCACAAAATTGTTGGGTCAAAAAAGGAGGTGCTTTTACAGGGGAGGTTA T CAGAGATGCTCGTCA 
ATTTGGGCATTCCTTGGGTTATTCTTGGTCATTCTGAGAGAAGACTAATCTATGAGACTAATGAGTT 
TGTTGGAGAGAAGGTTGCATATGCTCTTTCAAAAGGTTTGAAGGTGATTGCTTGTGTTGGAGAGACTCTT 
GAGCAGCGAGAATCTGGAACTACTGTGGAAGTTGTTGCTGCACAAACCAAAGCAATTGCAGAACGAGTTT 
CAAATTGGGCTGATGTTGTTCTGGCCTATGAGCCTGTGTGGGCTATTGGTAC G AA GGTTGCAACTCC 
AGCCCAGGCTCAGGAAGTACATTTTGAATTAAGGAAATGGTTTCATGCGAAC TCAGTCCTGAAGTTGCT 
GCTACAATCCGAATTATTTATGGAGGTTCTGTGAATGGTGCAAACTCCAAGGAATTGGCAGCTCAGCCTG 
ATCTTGATGGCTTTTTGGTCGGGGGAGCTTCTTTAAAGCCGGAGTTCATTGACAT ATCAAGTCTGCTGA 
GGTTAAGAAAAGTGCCTAAGCTATTTACCGGGTGTGAGTAGGTGTGAACTTC G TTTCATATGGGGGA 
TCTATAGAATCCATGGGAGACAATTTTACTTCTTGAGATAATAAGTTTGGTTTTTCATTCAGATCAGCAT 
CCCTGACTGGAACTGGATTTTATGTATTAATAAGTACTACTGAGTATTACTT TT TGCTTTTCAAATC 
CTGTTTATTATATCCAGTA 
 
>CONTIG\79 
GGCTGCTTCTAAGCCATCTGCAGGAAAGAAAAAAGAAGACAAGGAAAAGCCT AAGAAACATCTCTT 
CCTAAGCCTAAAGCCGAGACTTCTCCTCCTAAGCGTAAAGCTCCTTCTCCACCACCCCCTAAGGCCTCAG 
CAACAGAACCTCAGCTTCCTCCAAAGGAAAGGGAAAGAAGAGTTCCAATGAA GACTGAGGAAACGTGT 
TGCAACACGTTTGAAAGACTCTCAGAACACATTTGCCATGCTGACTACATTC ATGAAGTTGATATGACT 
AATCTGATGAAGCTCCGTTCCGAATATAAAGATGCTTTTGTTGAGAAGCACGG GTGAAGTTAGGTCTTA 
TGTCAGGATTTATTAAAGGTGCAGTAAGTGGGCTTCAGAATCAGCCAATTGT GCTGTCATTGACGG 
GGATGACATCATCTATAGAGATTATATTGACATCAGTATTGCTGTTGGTACCCA AGGGCCTTGTTGTT 
CCGGTTCTCCGCAATGCCGACAAAATGAACTTTGCTGAGATTGAGAAGGCAATCAA CCCTTGCAAAGA 
AGGCAAATGATGGCTCTATATCAATTGATGAGATGGCTGGAGGCTCATTCACG ATCTAATGGTGGTGT 
CTATGGAAGCCTTTTAAGTACCCCAATCATCAATCCCCCTCAGTCGGCCATCCTGGGCATGCACTC 
 
>CONTIG\80 
ATCAGAGGCCGGCATCTGCCAGCACTGCTCTTGCTTCAAATGGAATAAGGTC CGT ATTGCAATGGCAG 
TGAGACATTTAAAAGCCCAAAGGCTGCTCTCCCAACGAAATCAGTGCATCCAAA G ATCTTTCGATCAA 
TCTTTTCAGAAGGAGGTCTCAACCATACCTAAAGGTGTTAAAGTACCTTCTAGCC ACGGATGAGATTTA 
ACCTATCAAACTCTAATTCCAAAAGACCTCTTGCAAATGGTAATGGAAAACTTG TGCTCATAAGATTCT 
ATCAATGGAAGCAAATGGGGATGTGAAAGCTTCAAATTCTACAGAGAAAAGT AAAAAAATGTGGCAAAT 
ATGAACGGTTTTAACAAAACCAAAAATGTTGATGTTGCTGACAGTAAGAACGC AGCATTCACTTTAA 
CTGTTGAAAATGGAATTAGTCAGAGGGGAGATATTAATTTAGTGAAACCAGTGGT GTGAAGTTAATGG 
CACAATGAGCAGGGTGACAGTGGGAGGACCTGACCACCATGAAATTGGGAAC T CTGTCAATGGGCA 
129 
 
 
TGCTGAGATCTCAGGGTCTCAAAGAAAGTCAAAGGACGAGGGCTCTTGCATTTTGTT GCACAGGATTCT 
CAATTCCAGGAAAAATTTGAAGAACTGAAAGAAGTTCTCAAGAAAGAAGCTTTTAGTCTCGAGAAAGAA 
 
>CONTIG\81 
CTGTTGTCCTTCAATTTGAGACTCGCCTCCAGAATGGGCTCGAATGTGGTGGTGCCTATCTCAAATATCT 
TCGACCACAGGAGGCTGGATGGAAGGCTAAGGAATTTGACAATGGGTCTCCTTA ACTATCATGTTTGGA 
CCTGACAAATGTGGGGCCACAAATAAGGTTCACTTCATTTTAAAGCATAAGAATCCCAAGAATGGGGAAT 
ACGTTGAACATCACCTCAAGTTCCCGCCCTCTGTCCCATCAGACAAGCTATCTCA G GTATATTGCCAT 
TTTGAAACCGAACAATGACGTGCGAATTCTCATCGATGGGGAGGAGAAGAAGA G CTAATTTCCTCTCT 
GCTGAAGATTTCGAGCCTCCACTCATTCCTGCCAAGACAATTCCTGATCCAGATGATAAGAAGCCTGAAG 
ACTGGGATGAGAGAGCGCAAATTCCTGACCCCAATGCAGTAAAGCCAGACGATTGGGATGAGGATGCACC 
CATGGAAATTGAAGATGAGGAAGCTGTGAAACCTGAAGGATGGCTAGATGATGAGCCTGAGGAGATAGAC 
GATCCTGATGCAGCAAAACCAGAAGACTGGGATGATGAAGAGGATGGTGAATTT A GCTCCCAAGATTG 
ATAACCCTAAGTGTGAGTCAGCCCCTGGTTGTGGTGAATGGAAGAAGCCCATGAAGAGTAATCCAGCTTA 
CAAGGGAAAATGGTCTGCCCCATTTATTGACAACCCCAACTATAAGGGCATTT A GCCTCAGGAAATT 
CCAAACCCTAACTACTTTGAACTTGAAAGACCTGACTTTGAGCCTGTTGCTC ATTGGAATTGAGATTT 
GGACAATGCAAGACGGTATTTTGTTTGACAATGTTTTGATTGCGAAAGATGGA GACTGCTGAGTCATA 
CCGGGAGACCACTTGGAAGCCAAAATTTGAGGTTGAGAAAGAAAAACAGAAGG T GATTTAGCTGCT 
GATTCAGATAGTAGTCTTACAAGCCTCCAGAAGAAAGTATTTGACATCCTATA AAGATTGCAGATCTTC 
CGATTTTAAGTACATACAAGCCTAAGATATATGATCTCATTGAGAAGGGAGA AA CAGCCAAATCTCTC 
AATTGGCATCCTTGTCTCGATTGTTGTGATTGTCTTCACAGTAATCTTGAAGCTTATTTTTGGTGGGAAG 
AAGCCGGCAAGAGTGGAAACGGAGAAAACAGAAGTTGCTGACACTTCTAAGAAAACAGAAGTTGCTGACA 
CTTCTAATAATCATGG 
 
>CONTIG\82 
TGCCTTATCTGTCGGCAGGTGATGACTTTCCCAATAACAACACCTTGTGCTCATAAT TTTGCAAGTCGT 
GTTTAGAAGGTGCATTTGCTGGCAAAACTTTTGTGAGGGAGAGAAGTAGAATGGACGATCGCTCCGGTC 
CCAAAAAAATGTCATGTGCTGTCCATCTTGCCCAACAGACATCTCTGATTTTCTTGAAAACCCTCAGGTA 
AATAGAGAGTTAATGGATGTGATAGAATCTCTGAAATCCAAGACTGAAGAGGA TGGGAACAATATTG 
AGGAGTCTATTAAAGAAACAGACGGCTCTGAGGAAAGTGCTGATCATTCATTACA GCAGTGACACTAA 
CACAGAAATTCCAGACAATACAGGCATGGATGATAGCGTGCAGAGTCATCCAGAGAAAAGCAAACCCAAT 
AGAAGCCGAAAGCAAGAGAATGTTGTTGATGGGGAATGCTCAATAGAGAACAG CGGGTTGGAAAACG 
AACTCTCTTCGGAGAAAGCCGATGCTAAGAGTTGCTCACCGAAACATCATGTTGATG GGAATGCTCAAT 
AGAGAACAAGGACGGGTTGGAAAACGAACTCTCTTCAGAGAAAGCTGATGCTAAGA TTGCTCACCAAAA 
CAGGGTGTTGGTGCAAAGACCAGGAGCAGGAAAGCTGAGAATGCTTTGGATGAAAAT ATGGCGTTGGTG 
TAAAGACTA 
 
>CONTIG\83 
GAGTCCAACAAGAAGGAAGTGTCTCGCAGTGACTTCCCTCCGAACTTCTTCTTTGGCGTGGCCACTTCTG 
CCTATCAGGTGGAAGGAGCCTACAAGGAGGGTGGTAGGGGTCCAAGTATTTGG ATGCTTTTTCACACAC 
TGAGGGAAAGATCATTGACAAAAGCAATGGCGATGTGGCAGTGGATCAATATCATAG TACAAGATGGTT 
TAGGAACCAAAATCAATGATGAAGGGATTAATTACTACAACAATCTTATTAA GCTCTTCTTGAAAAAGG 
TATCCAGCCTTGCATAACTTTGTACCATTGGGATCTTCCTTTGCATCTTCACGAG CAATGGGAGGGTGG 
TTGAATAAGCAAATTGTAAAATATTTTGCAATCTATGCAGACACTTGCTTTAAGTTTTGGTGATAGAG 
TAAAAATCTGGATTACAATTAATGAGCCCCTTCAAACTGCTGTGAATGGATATGTGGGGGAATATGC 
TCCTGGAAGATGTCAAGGTTCTTCAATAGAACCATATTTGGCTGCGCACCACCAGATCTTGGCCCATGCA 
GCAGCTGTTTCAATATACAGAAGCAAGTATAAGGACAAGCAAGGGGGACAATAGGCTTGGTGGTAGACT 
GTGAGTGGGCAGAGGCTAATTCAGAAAAAAATGAAGATAAAACTGCTGCAGCAA AC TCTTGATTTTCA 
GCTTGGATGGTATCTGCATCCAATATACTTTGGATACTATCCTGAAGTTATGCAAGAAAGGCTTGGAGAT 
CGGCTTCCCAAATTTTCAGAGGAAGAAAAGGATTTGCTTAGGAACTCAATCGACTTTGTTGGTCTGAATC 
ACTATACATCAAGGTTTATTGCTCATGTACCA 
 
>CONTIG\84 
CTGTTTGTTTAGAAGGGTTGGAAAACATTCTGAGGGTTGGGGAAGCAGAGAAG TTTGGGTAACTCTGG 
AGAGGTTAACTTATATGCCCAGATGATAGATGATGCTGAGGGATTGGAGAAGATT AATCTACAGAGT 
CATGACAACAATGAGATCTATGAAAAGGCAGTCAAGATTCTGGAAACATATTGGATGGAGGAGGATGACT 
CATTACCTCCAGCTGATGGTTCCCAGCCTGGCTTCGGCTTTGGGGGGAATGA TTCAAGTTCCATCAGG 
130 
 
 
TGGATTCAACTTTAGCTGAAGGTAGTATAATCATTCAACTCTGTCTATGAACT CTATCTAGGATAG 
CCTAGATAGGAAGTCATGATGTGTACCTTGTGTTTACTTACCTCATTTTCTGCCCCCAAAAAAAAAAG 
AGAAAATTGCAGGGACTAAATTCCTGCTGGGGAAGGCAAAGTATATGTTGGG CAGGTCAGGTCAGGGCA 
CTTCGTGGTGTCTCATTTCAGTCCGGTCCTGTGTCCGTTGTGGTCTTCAAAGAGGTGCTAAGGTGGGTCA 
GTTTAATACTACCGTGTCCAAATAAGGAGGGGGTAGGTGGGTTTCATTGTGGCAT ATGGCCTAGTCAGC 
AGTTTTTGGTGTTTTCACCTGGTACCATGATGCTGTGGAAGGTGTCCCTAAGTTCATTATTGCATACGCA 
GGG 
 
>CONTIG\85 
TCTGAAGGTGCCTTTTATAACCCATTATGAGCCTGTTCAAGTAACCCTTCAGACAGATCAGGTGAGGGAT 
ATTCCTTGTGGTACCAAAGGAGGTGTAATGATTAACTTTGAGAAGATAGAGG T TTAACCGGCTTCACA 
AGGACTATGTGCATGACACTCTGCTGAACTATGGGGTGCAGTATGACAATAC TGGATATATAACAAAAT 
TCATCATGAGATCAATCAGTTTTGCAGCTCTCACTCTCTTCAGCAAGTCTACA TG TGTTTTTGATCAA 
ATTGATGAAAAGATGAAAGATGCTCTCCAGGGTGACTGCACACGTTATGCTCCAGGTATTGAAATCATTA 
GTGTTCGTGTTACGAAGCCAAAAATCCCGGAAAGCATAAGACGCAATTTTGCAGATGGAAGAGGAACG 
CACTAAGAGAGTGGTTGAGAAAGAGGCAGAGACAAATAAGAAAATGGCTATCA TG AGCTGAGAAGGTT 
GCAAATGTGAGCAAGATCCTTATGGAACAGAAGTTGATGGAAAAGGATAGTTCAG AAGCAGCAAGAAA 
TTGAGAACCAGATATACATGGCTCGGGAAAAGAGTTTTGCCGATGCAGACTT TAC GTTTACTGAAGGA 
AGCTGAAGCAAACAAGTTGAAGCTGACACCGCAATTTCTTGAGCTTAAATTCATTGAGGCCATAGCTGAT 
AATACAAAATTTTTTTTTGGGGAAAAGA 
 
>CONTIG\86 
AAGAAAAACTAATATAGCATGTCTAGTCAGAGTACATGATGAATCCCTCAAATATG CAATGCCATACAT 
AGATTCAATTCATGGCACAACTAATTCAACATAAGAGAAACACAGCAAAAAAGGC TATTCTCAGCTAAA 
ACTACATAAGAAAGAGAAACTCTACAATGCGCATTTCTACAAGGAAAATGTCCC C GCAACTTTCCCTA 
AACTTCACAGCTACAAAAGTTATCGGATTCTTTATACACATGAACTAGATAACACATTGCTTTCATCTCT 
TTGAAAAGACCACCAAGATCACCATTGACATGGAAACAACGATCTTGAAGCCAGAAGATTCCCAGAAATT 
TTGTTTTTCAGCACCCATAGCTGCACTTTGTTGTTTTGCTGCCAACTGATCTC GAGTTCTTTTAGGGCT 
TTGTCCCTTCGCTCTCCCATCCTTTGGAGCTTTCGGGTCTGGGTACGAGATT CT GAGGCAGAATTCTA 
ATTTCAACACCCTCTTTTTCAGTTCCTGGTCAGCTCGACGTTGCTTCTCTAA G GACTCCAATTCCTT 
GGTCTTGTGTTTCCAGTGAGCAGACATTATCTTGATTTCATCCTTCAGTTTTGC A TTCTTCATCCTTA 
ACAACCAAAAGCTTATTAATTTTATCAAAATTCTTGGGAGATACTTCATCTA AATTTCCTCAGTTCAC 
AATCCTTGCTTGCTCCAGCTTTCGAAATAGCTTGCATAATATCATGTTCAAC CTCAAAACATCATCTTT 
AAGT 
 
>CONTIG\87 
TCTTCTTCTTTGCGTTTGGGAACTACTTTGTGTTGTTGTCTTGCTCTCTCTGTAAGGCGTATCAGGAGCC 
AAGCTGCTTGTTGTTGTGTCTCTGCACCTCGGTCTTACTCCTGTACAATTCA TTAAGAACAGCCATCAG 
AGTAGACAGCGATAAGGAAATCAGAAATGTGTTGTTTCATAGTATACTATCA TATGGCGATGACTCCG 
CCTCCACCCAGGGTGCCTCAGCAGTAAGGGAGAGTGCCTAGACTAACTATAA C CAGAAATCTCTGGTT 
TGACTCCTAGCTGAGACATTTTGCGATTTACCCAATGCCTACTCAGTGGGGGT TGTAGGCATCCAGCC 
TGACTATTAAACAGAACGGATGAATTCGATCTCTCTAGGGTCCAGATAAGTATTTT AGGTGTTTACATT 
TAGTATTTTTTAGTGAAGTCAAAATCACATTAATATATGAGTGAATTTGATA ATATATATATATATAAA 
ATGAGCACTATGAAGTTGAATTATCAACAGGGATTAATGACAGAAACATGTTG GGCAGCCATAAAC 
AAATTACAAGCCCTTGTTTTGTGCTGGGGTATTAGGTTGCAACTTGCAAGGT ATGGGTTTGATGAAC 
CATCTTTGTTATGCATGAATGCTTATATCTCACGAAATATGTTGCACTGATTTTTC TCCATTCTACAGC 
ATCACTTTCTGGGACATTTATGGAGGTGGTCAAAGCAGTTGGTCGGC 
 
>CONTIG\88 
AAGCTACAAAAACAAACAAATACAGAAAGAGAGTGTTGAAGAAGCTTGAATTGCCGAAGAAGATACAAAG 
ATGTTGTGGGTAGACAAGTACAGACCCAAAACCCTAGACAACATCACCGCCT AG ACATAGCCCAAA 
ACCTCAAGAAACTCGTGACGGAGCAGGATTGCCCACATTTGCTCTTCTATGGC CACCGGGTTCCGGCAA 
GAAAACCCTAATCATGGCCCTTCTTCGACAGATGTTTGGCCCCACTGCTGAAAAGGTGAAAGTCGAAAAT 
AAGACATGGAAAGTCGATGCTGGTAGTCGAACTCTTGATATAGAGCTTACCA A TGTCAAGCACCAACC 
ATGTGGAATTGAATCCCAGTGATGCAGGGTTTCAGGACAGATATATTGTTCAGAAATAATTAAAGAAAT 
GGCTAAAAATAGACCCATTGACACCAAAGGAAAAAAAAGGATTTAAAGTATTAGTGCTCAATGAGGTGGA 
CAAACTTTCAAGAGAAGCCCAGCATTCTCTCCGAAGAACTATGGAGAAATATAGTGCTTATTGCCGTCTA 
131 
 
 
ATACTGTGCTGCAACAGTTCTTCAAAGGTTACTGAAGCAATCCGGTCTCGCTGCTTGAATGTGCGAATAA 
ATGCACCAACGGAAGAAGAGATTGTTAAGGTATTGGAACTCATTGGGAAGAAA GACTACAACTTCC 
ATCTGGATTTGCTGCTCTTATAGCA 
 
>CONTIG\89 
TGAAGGAACTAACAAAAGCAATGTGCTGGGAAACAGTTTCGATTAGCAAGGATAC TAAATAAAGTAGG 
TGCAGCTATATATAAGAAGCCTACTTCTAATGAGTGCTATGAGAAAAGATCCT AGTGAGCCTCCTATT 
TGCCCAGAGTCTGATGATCCCAATGCAGCCTGGAACGTGCCATTGCAAGCATGC TGCACATAGTGCCTG 
TAGATGCATCAGAACGTGGATCTCAATGGCCAGAACAATGGCCAGCTAGGTTGG AAAACCACCTTACTG 
GTTGTTGAGTTCCCAGGTTGGAGTTTATGGAAAAGCTGCTCCTGAAGATTTCACTGCAGACCATGAGCAC 
TGGAAACGTGTGGTGACAAAGTCATATCTTAGTGGGATGGGGATAGACTGGTC ATGTGAGGAATGTCA 
TGGACATGAGAGCGGTCTATGGAGGATTTGCTGCAGCTCTGAAAGATTTGACA TGGGTCATGAATGT 
GGTCACCATAGACTCCCCAGATACGCTACCCATTATTTATGAACGAGGTCTATTTGGCATGTATCATGAT 
TGGTGTGAATCATTTAGCACGTATCCTAGGTCCTATGATCTTCTCCATGCAG CCATCTGTTCTCCAAGG 
TTAAAAAGAGGTGCAATTTAGTTGGAGTAGTTGTCGAGGTTGATCGGATCCTCAGGCCAGAAGGAAAACT 
CATTGTTCGCGACGATGTTGAGACCATTAACGAGCTGGAGAAAATGCTGAAGT ATGCATTGGGAGGTC 
CGCTTGACCTACTCTAAGGACAGTGAGGGATTGCTGTGTGTTCAGAAGTCCC GTGG GACCTCAAGAAT 
CTGAGACAATCACGTATGCAATTGCTTAACGATGATCTCCAGTCACTGTCCTTCAATTCTTGAGGTGGTG 
AGATTAGATATTCTTTTTATTTTGATTGCTAATTGCAATTCATTGTAACTTCGC TCTACCTTAGTCCAT 
GTATCTTGTTAGTTAGGCGGCCTTTCAGTATCTGTTATTTTTCATCACTTATTTCTTTGTTTTGATTTCT 
ATATTAAGA 
 
>CONTIG\90 
TAGTCAAATACTCCAATATTCATATCACCCATTAACATAGAATTCATGGCTCTATGACTTCTTCAAGTG 
TTCCTTTAATTCTTCTTGTGCTCCTTGTTCTTGGGTCAATGATGGTTGCCTCTGCTGGTAACTTGAACCA 
AGATTTTGACATTACATGGGGAGATGGCCGTGCTAATATAATCAACAATGGTG GCTTCTTACTCTCTCA 
CTTGACAAAACTTCTGGCTCAGGATTCCAGTCCAAGAATGAATATCTATTTGG AAGATTGATATGCAGC 
TCAAGCTTGTCCCTGGAAACTCTGCTGGCACTGTCACTGCCTATTATTTGTCCTCAAAAGGATCAACATG 
GGATGAGATAGACTTTGAATTCTTGGGCAATCTGAGTGGTGATCCCTACATAA T CACCAATGTGTTC 
AGCCAAGGCAAGGGCAACAAAGAGCAGCAATTCTATCTCTGGTTTGACCCAACTG AGATTTCCACACCT 
ATTCTATCCTTTGGAACCCCCAGCGCATCATTTTCTCTGTGGATGGCACTCC TAAGAGAGTTCAAGAA 
CCTTGAGTCAATTGGTGTACCATTCCCAAAGAACCAGGCAATGAGGATCTACTC AGCCTGTGGAATGCT 
GATGACTGGGCCACAAGGGGTGGGCTAGTCAAGACAGACTGGACACAAGCTCTTTCACTGCCTCCTATA 
GGAACTTCAATGCCAATGCATGTGTTTGGTCCTCTGGAGTATCATCTTGCAGC CA GCTCCCCCTCTTC 
TGCATCCACTAGCAATGCGTGGCTCTCACAAGAGTTGGACTCAACTAGTCAAG CAGGCTGAAATGGGTT 
CAGAAGAACTACATGATATACAATTACTGCACAGATACAAAGAGATTCCCCCAAGG CTCCCTCTAGAAT 
GCACCAAGTCATAGGGAAAAGAAAATGTGTAGCTTGTACATCAATTCTTTTATCTTTTGACATTCCCATT 
TGATTAATTAATTTGTATGCG 
 
>CONTIG\91 
AGTGGGAGTTCCTCTGTTGAATGGGTGGAAGGATCATTATTGGCTACAAAAC ACCCTTGACATGGTACA 
AGAGTACTTTTAGTGCACCAGGAGGCAATGACCCATTGGCTTTGGATATGAATACCATGGGAAAAGGTCA 
AATATGGATAAATGGTCAGAGCATCGGACGCCACTGGCCTGCATATATTGCC G TAATTGTGGCAGT 
TGTAATTATGCTGGAACTTATGATGATAAGAAATGCAGAGCTAATTGTGGAGAGCCCTCCCAAAGATGGT 
ACCATGTTCCACGCTCATGGCTGAATCCAAGCGGGAATCTATTGGTTGTGTT GAA AATTTGGTGGTGA 
CCCAACTGGGATTTCATTGGTAAAAAGAACGACAGGAAGTGTCTGTGCTGATAT ATGAAGGGCAGCCA 
ACACTGAAGAACTGGGGCATGCTAACCTCTGGCCAAATCAATAGACCAAAAG C TCTATGGTGCCCAC 
CTGGGCAGAAAATCTCTCAAATAAAGTTTGCTAGTTATGGCCTGCCTCAGGGAACATGTGGAAGCTTTAA 
AGAAGGAAGCTGTCATGCGCACAAGTCCTATAATGCTCCACAAAGGAATTGTATTGGAAAGGAATCTTGT 
TTAGTAACTGTAGCTCCCGAAGTCTTTGGGGGGGATCCATGTCCAGGAAACC GAAGTTTTCACTTG 
AGGCCGTCTGCAGCTAAACATAGTAGCTTCTATTCCATTAAGTACAGAATAATGATGAGCTAGTTGTTC 
ATCTTCAGTACATAGACATCTATACAAACCAGATTGTCAAAGCAACTGGTTT AC TGCGCGAGGACAT 
ATGCATGGAGCCACGCCACATGCCACCTGGCCAAACCAAATGTAGATAGAGAAG TGATTCTAAGCATAC 
ATCAAAGATGCTTTAGCCCTTATGTGCATAGGCAAGCTGTCATTTGTCAAGTATAG TTCATACGCTATA 
CATAGGGTTTATTACAACACAAGAATCTCTAC 
 
>CONTIG\92 
132 
 
 
TGCAGACTCTCTAAACCCTAACCCTAACCCTAATTTCCAACCTTCTCACACAGC T TCAGAATATGGGA 
GAGACCAGGGAGAACGATGGTTACGAAGAAGAGCTTGTTGATTACGATGATGA GA GCCAATGCCCCGG 
CCTCCGTCGCAGCCAAAGTCAACGGCGAAACAGTCAAGAAGGGCTATGTTGGAATTCACAGTTCAGGATT 
CAGAGACTTTCTTTTGAAGCCAGAGCTTCTTCGAGCTATTGTGGACTCGGGATTT A CATCCTTCTGAA 
GTGCAACATGAATGTATACCTCAAGCTATTCTGGGTATGGATGTCATTTGTCAAGC AAGTCTGGAATGG 
GAAAAACTGCTGTTTTTGTTCTTTCAACATTGCAGCAGATTGAACCTGTTGCGGCCAAGTTTCTGCAAT 
TGTTCTGTGTCATACAAGGGAGTTAGCATACCAGATTTGTCATGAGTTTGAAGATTCAGCACATACTTG 
CCTGATCTAAAGGTTGCTGTCTTCTACGGTGGTGTCAACATCAAAGTTCACAAGG TTTGCTGAAAAATG 
AATGCCCTCATATTGTTGTTGGAACGCCTGGAAGAATATTGGCACTGGCAAGAGAGAAGGACCTTTCTTT 
GAAGAATGTGAGGCATTTTATTCTGGATGAATGTGACAAGATGCTTGAATCACTTGACATGAGGAGAGAT 
GTGCAGGAGATCTTCAAGATGACTCCTCATGATAAACAAGTAATGATGTTTTCTGCAACACTCAGCAAAG 
AAATCCGCCCAGTTTGCAAGAGATTTATGCAAGAACCAATGGAAATTTATGTTG C ACGAGGCCAAGTT 
GACCCTGCATGGTCTTGTTCAGCACTACATCAAATTGA 
 
>CONTIG\93 
ATCTATTGGTTCAGTTGGTAGCAGTCAAGATAGTAGCAACCTCTTTGTGCCG GC TCTGGATTAGTGGG 
AGGCTACTATGCGCCATCCCTCTTTATTGGTGCTGCAACGGGAATGGCATAG A TTCATCAGTTTG 
GCAGTTTCTCAGTCCAATTCTATGATTCCTCCCTCCATCTTGGAAGTGGCATCAC CAAGCATATGGAC 
TGGTTGGAATGGCTGCTACTCTTGCAGGGGTGTGTCAGGTACCTCTCACTGAGTTCTATTGCTTTTTGA 
ATTGACACAGGACTATCGGATAGTTCTACCTCTACTTGGAGCTGTAGGATTATCTTCATGGGTTACTTCT 
GGACAGACAAGGAGAAGAGATGTCAAGGAGATTAAAAAATTCAAGCAAGATAGCTCTAATACAAAACAAC 
TCACTACAAAAGCATCTTATATTAGTGATCTTTGTGAAATTGAAAGTTCGCTTTGTGTGAATGGTTCTGA 
TATTGAAGCTACGGAGTTAGAAATGGGAATTTCCGTTTCAGAAGCCATGAGAACAAGATATGTCACTGTC 
TTTATGAGCACTTCACTTAAAGATACAGTGACTCTCATGCTTGCAGAGAAGC TCCTGTGCAATGATTG 
TTGACGAAAGTAATATTTTGATTGGTTTACTGACACTTGGAGAAATTGAAGGTTCAGCAAAATTTTTAA 
AGAAAGAAGTGAAAGACCAAAGGTGCTTTCAGTATCTGAAATGTGTTCTTTGGA GGGGAAATATGTCGA 
GTCCCATGGACTGCTACACCCAACATGGATCTTCTTTCTGCTCAAATTTCTATGAACAAGTATGGAATGA 
GTCAAGTTCCAGTTGTTAAAGAGCATGTTGAAGACTGCAGAGGGCACCCA 
 
>CONTIG\94 
GGGCAACAAGTGACCAGAAGGGTTCAACATGTGGATGATAAGGTCAAAGATTTGCTTCTAAAGATAAAAG 
AAGGACAGGTTGTTGACCAAGATAATATCAAGGCTCTCAAAGCAAGAAAGCTT TT TTCCACAGACATG 
GAATGGCTACTCGTTGAAAAAGGGTCCTGACTATGCTCCACAAAGAAAGAAATTT TTGCTGATTTAACT 
CGTGAGATGCTACAGAGCGGCGATTGGAAGAATGTAGAGTTCAAAGAATATACTTCAATGCAAAAGGTC 
AGACTATTGAAGCTGGTCATCTTCATCCACTGAACAAGGTTCGGCATCAATTGAGGATGATTTTTCTTCA 
GATGGGGTTTGAGGAGATGCCTACGGACAGATATGTTGAGAGCAGCTTCTGGAACTTTGATGCCCTGTTC 
CAGCCGCAACAACATCCTGCCCGTGATTCACACGATACATTCTACCTGAAAGT CCTTCCACCACAAAGG 
AGCTTCCAGAAGATTATGTTGAGCGGGTGAAGCGTGTACACGAATCTGGTGGT ATG TTCCAGGGGCTA 
TGAATATGATTGGAGCAGAGAGGAAGCAAACAAAAACCTTCTGCGTACACACACA GCTGTGTCAGCC 
AGGATGCTTTACAATCTAGCCCAGGATACTTTAAAAAAACAGAAACCATTTA TCCCAAAAGATACTTCT 
CTATAGATCGTGTTTTCAGAAATGAAGCAGTAGATCGAACTCATCTTGCAGAGTTCCACCAGATAGAAGG 
CTTGATATGTGATAGAGGACTTACTCTTGGTGACTTGATTGGAGTCCTGCATGATTTCTTCTCCCGGCTG 
GGCGTGTCCAAGCTGCGTTTTAAGCCGGGCTTATAACCCATATACGGGAACTA C TGGAGATTTTTCA 
GTTACCATGAAAGGCTTTGGGGAAATGGGGTAGAGGTTGGAAATTCTGGCAG TTAGACCTGAAATGTT 
GATTCCTATGGGATTACCAGAAGATGTTCGTGTTATTGCATGGGGCCTTTCCCT GAGAGACCAACTATG 
ATCTTGTATGGCTATAATAACATCCGGGATCTGTTTGGGCACAAGGTGGATCTTGGTCTCATCAAGACAA 
ACCCTATATGTCGTTTA 
 
>CONTIG\95 
GGTTCTTGGATGCTCTACCCTCTGCTGATTGTGCTAAAGGTGGCCATGGGGT ACACTACTAGCGTGGA 
ACTAGAAGGATATGACAATGGTATTATTCAAGCATCATCATTCCGTACGTACATACCCCCCTAAACAAG 
CAGGTTGACTATGTTAATTCAATGAGGGCTGCTCGAGAGTTCAGTTCAAAGGTTTCT ATTCTTTGAAGA 
TTGAGATTTTCCCATATTCAGTGTTTTATATGTTTTTTGAGCAATACCTTGATA ATGGAGGACAGCACT 
GATCAACCTTGCCATAGCAATTGGTGCAGTGTTTATTGTTTGTTTAATTATCACGAGCAGTCTTTGGAGT 
TCAGCAATTATTTTACTGGTGTTAGCAATGATTGTTGTGGATCTCATGGGTGTGATGGCAATTCTGGAGA 
TCCAATTGAATGCAGTCTCTGTTGTTAACCTTGTTATGTCAGTGGGCATTGCTG AATTTTGTGTGCA 
TATGACACATGCTTTCTCGGTAAGCAGTGGAGATAAAGACCAACGCACAAGGAGGCTCTGGGTACAATG 
133 
 
 
GGGGCATCTGTCTTCAGTGGAATCACATTGACAAAGTTAGTTGGAGTGATTGT CT GTTTTCTCAAGG 
ACAGAAGTTTTTGTGGTTTATTACTTTAAAATGTACCTGGCACTGGTGCTTCTTGGTTTCTTGCATGGAC 
TTGTATTCTTACCAGTATTTTTGAGCATGTTTGGTCCTCCTTCTAGATGCGTGCTTGTTGAGCAGGGTGA 
AGATCATCCATCTGCTTCATAACAGCTGTAGGAAACCATTTTTTGTTAATGCCTTTTTTTATACTGAGA 
TTGCATGTATCATCAGTGCTAGAAGATATTTGAATAGCTTCCAAAATGTA 
 
>CONTIG\96 
ATTTGCAGCTGCCCTTGGTTCTGGTTCCCAATTATTTACCCTTACGGTATTCA T TGTACTAGCACTT 
GTTGGTGTATTTTATCCATACAACCGAGGGGCTCTATTTACTGCACTGGTTG CATATATGCTCTCACAT 
CAGGAATTGCGGGCTATATTGCAACCTCCTTTTACTGTCAGCTAGAGGGAACAAGCTGGGTTAGGAATCT 
ACTGTTGACGGGATGCCTCTTTTGCGGGCCTCTGTTTCTTATGTTCTGCTTCTGAATACTGTAGCGATT 
GCTTATAATGCCACTGCTGCTCTCCCATTTGGCACAATTGTGGTGATAGTTCTTATATGGACACTTGTAA 
CATCGCCTTTGCTGGTGTTGGGTGGGATTGCTGGGAAGAATAGCAAGGCTGAATTC AAGCTCCTGTCCG 
CACCACCAAGTATCCCAGAGAGATTCCAGCTTTGCCATGGTACCGGGGAACAATTCCGCAAATGGCAATG 
GCAGGCTTTCTGCCTTTCAGTGCTATCTACATTGAACTTTACTACACATTTG CAGTGTATGGGGTCACA 
GGATTTATACCATATACAGCATCTTGTTTATTGTCTTCATCATTCTCCTGATAGTTACTGCTTTCATTAC 
TGTGGCACTGACGTACTTCCAACTTGCTGCTGAGGACCATGAATGGTGGTGAGATCTTTTCTATGTGGT 
GGATCAACTGGCATCTTTATCTATGCCTATTGCCTGTACTACTACTATGCACGCT AGATATGTCTGGGT 
TTATGCAAAACCTCATTTTTTCTTTGGTTACATGGCTTGCATCTGCTATGGTTTCTTCCTCATGCTTGGA 
ACTGTAGGTTTCCGTGCAGCTTTACTATTTGTGCGTCACATTTATCGATCCATCAAGTG 
 
>CONTIG\97 
CCGTCGGTAAGAACAAGAGGATTTCCAAGGGAAAGAAGGGAGGCAAGAAGAA GC GCTGATCCTTTTGC 
AAAGAAGGACTGGTATGACATCAAGGCCCCATCAGTGTTCACTGTCAAAAACGTTGGCAAAACCCTCGTC 
ACTCGTACTCAGGGAACTAAGATTGCTTCAGAAGGACTCAAACACAGAGTCTTTGAGATATCATTGGCTG 
ACCTTCAGGATGATGAGGAGCATGCTTACAGGAAGATCAGATTGAGAGCTGAGATGTTCAAGGGAGGAA 
TGTTCTGACAAATTTCTGGGGAATGGATTTTACAACAGACAAGTTGAGGTCTTTGGTGAGGAAATGGCAG 
ACATTGATTGAAGCTCATGTGGATGTGAAGACTACAGATAATTACACCTTGGGA TTCTGCATTGGAT 
TCACCAAGAGGCGCCAAAACCAAGTCAAGAGGACCTGTTATGCCCAGTCTAGCCAAATTAGACAGATCCG 
CCGCAAGATGAGGGAGATCATGATCAACTCGGCATCATCTTGTGATCTGAAGGAATTGGTGAGGAAGTTC 
ATTCCTGAGTCAATTGGCAAGGATATTGAAAAGGCAACCTCAAGCATCTACCCTCTACAAAATGTATTTA 
TCCGGAAAGTTAAAATCTTGAAAGCTCCAAAATTTGACCTTGGAAAGTTGAT GA GTTCATGGTGACTA 
TTCAGAGGATGTTGGTGCCAAGGTGGATAGGCCTGCTGACGACACAATGGCTGAAGCCCCTGCTGAACTA 
GTTGGAGCCTGAATGAAGGATTCTGAAAATTGCACTTTAGCTTTTACTTTCTTG TTTTTTTTGGTGGC 
TCTGAGATTTTGTTGCTCGCTGTTTATGGAGAAACTTGTTTATTTAAACATTC TCCTATTTTGTTCCTA 
CCTGTCAGAATTAGAGTGATTTTGTCATTAAGAGACATTTTTGTCCGTTTAAT AGTTGACTTTTTGTT 
ATCTTTACCAACCAAATCCGTATGTAATGAGCATGAAACAC 
 
>CONTIG\98 
GTTCTTCTGCGGAATTGTATCGGTTATTCGAAGATGAATCACTGTAACCTTG AGAACGCCTTTTCGG 
TTGTCGGCAGTGAAGAGATGAGAGGCCCTGTCTCGATCTCCGATCTGAAGGGCCCT TGGTTTGCCCCAA 
GCCTCGCCGAGTCGGGGTTTTGGCTAACAATTCTTTGAGGCCCTTGAGATGGC C AGTCATCCACCC 
GAGGTCTGTGATTCCAAGGCTGGGGCAGAGCTTCTTGATATCATTCTTATGAAGGAGGGTTATGGGATGG 
AACAATCTGCAACACAGTTTGCTTCATCACCACCATATTTTTGCGGGTCTCCTC GAGCAGGTCTGCCAA 
CCCGTTAATCCAAGATGCTCGATTTGGAGATGAGAAGGATGCTCCTAGTGTTATTCCATCTCCTTCGGGT 
GTTTCATCTCCATCATCATCTTCACGCAAAGGAGGGTGTGTTAGAATGAAGTTTGGCCTTAAACCGGCCG 
CAGTTAGAGTAGAAGGTTTTGATTGCCTCAACAGGGATCGCCAAAATTCAAGCATCCCTGCTTTCGCTTA 
GATCCATCAACGGGAAGTGTACATATAAGGAAGCTAAACGCAACCAGAATTT ACACAGCAGTCTTA 
ACAAGAGGAGGGAATTTTGCATATTTTTGGAGAGGATTGAGATCTTCTGTTTGTAGTGTATATATCATAT 
CTTTTGTTGGTGATCATCTCATTGCTAATTATCTCTGTAAAGTAGTTTGGTGAAATCAAAAGAGACATC 
AGACATTATGTCGTTTAGAAAGGTTGTGATTATTGGAGAGCACGGCTGTATTGTAATATAAGTTGGGCTA 
GTGTTGGGAATGTTCTGATTTTTTAGGTGATCACCATGAAAATTTTCTGTATAGGGCGGATGG 
 
>CONTIG\99 
TTTCTAAAAAGGAACAGAGGAAAAAGAAATTGGGGCTGGACAAAACAATGACTTGACGTTTTCCAATCTT 
CCATCGGAGAAAAGCTCAAGGTCAACAGCTACAAGATTCCTATTCGGGTTGTT AGGACAGCGAACACAC 
TCAACGCTTCCGAAGCTTGCAGAGCTGCGTTGGAGAAGAAGATTGGATTGCAACTC AGCAAGCCACACT 
134 
 
 
AGACGACCTTTTGATAGAATTTGTCTGATTTGAGATTCGCGTCGGAGGCAATCTC GAAAATAACCGTCA 
ATCAATTTTCCGAGTAGCATTAACGCCGGCGATCTTATACTGTCATTGAACCTTTAGCCATCCTCAAAT 
AGCTACTGCCCAGTTGGGGTTTAATCCATTAACCATAAGCGTGGTCTGATCGAGAGAGCTGGTTTCTTT 
TTTTATTTTATTGGATTTGATATTAAGGGGATTCCGTGAGACTTCCTGTCAG ACTAAACAGTCATCTT 
TCTTGTAACACCTCTGAAGAACTAGAATCGTTGGGAATGGATTCTGAGACATAGTACATAGTGGTGGGT 
GCCACTGCAGGAAAGTCAGGTGGCGTGTACAAGCTCCCACTAGCATTGTAGT GGGATTGCAACTGTTC 
TGACTGCTTCATGAGGGCTAACACCCACTTCATTGTCCCTGCTGAAAGGTTTGAGCTTCTGGGAGATTCC 
GAACAGTTCCTTACGACCTACACCTTTGGCACTCATACAGCAAAACATACATTT GT AAGTTTGTGGCA 
TAACTTCATTTTATTTTCCACGTTCAAACCCAGATGGAGTTGGAATTACATTCAGGTGTGTTGATCCTGG 
AACACTAACACATGTTGAGATTAAGAATTTTGATGGGAGAAATTGGGAAAGCTC CATGCTAAGAC 
 
>CONTIG\100 
TTACTTCATGCAAGGTTATGCGAGACCCTAATGGAATAAGTAGAGGATCTGGGTTTGTTGCATTCTCTAC 
TCCTGAAGAGGCATCTAGAGCTCTATCGGAGATGAATGGCAAAATGGTTGTGA CAAACCTTTGTATGTT 
GCACTTGCACAACGGAAAGAGGATAGAAGAGCTAGGTTGCAGGCTCAATTTTCTC AATGCGGCCAATGG 
CAATGGCACCTTCAGTTGCTCCTCGTATGCAAATGTACCCCCCTGGTGGTCCAGGCCTTGGACAACAAAT 
ATTCTATGGCCAGGCCCCTCCTGCTATCATTCCTTCCCAGCCTGGATTTGGTATCA CAGCAACTTGTT 
CCTGGTATGAGACCGGGTGGGGCTCCAATGCCAAATTTCTTTGTGTCAATGC TCCACAGGGACAGCAAG 
CGCAGCGCCCTGGTGGCAGGCGTGCTGGGGGTGTGCAGCAAACCCAGCAGCAGTT CA TAATGCAGCA 
GCAGATGCTTCCAAGGGGGCGAGTCTACCGTTATCCTCCTGGGCGTGGCCTGCCT ATGTTCCCATGCCT 
GCCGTTGGTAGCGGCATGTTTTCTGTTCCATATGATATGGGTGTTGGGCCGAT CGT ATGCATCACCAT 
TGTCTCAGCCAATCCCTATAGGGGCTTTGGCTACTGCCCTTGCAAATGCTACTCCAGAGCAGCAGAGAAC 
GATGCTGGGTGAGAATCTTTATCCACTTGTGGAACAGCTGGAGCCTGACAATGC GCTAAGGTAACTGGT 
ATGCTTCTGGAGATGGATCAGACTGAGGTGTTGCATTTGCTTGAGTCACCAAAGCTCTGAAAGCG 
 
>CONTIG\101 
GTCTTCGGCTTTCAGCTAGAGAACAGTGAAGAGATAGCAGCATAAGCATTTGTAC CAGCTCTCAGATCT 
TGACTCTTTGCTCCCTCCGATTCCAAAACGCAATGGACGCTCTGAGAAAACAAGCCAGTAAGCTCAGAGA 
ACAAGTCGCCAAACAACAACAGGCTGTGATAAAGCAGTTTGGTGGAACTGGT TGA AGCTCTGATGTA 
ATGGTCATCGATGAGGTCGAGTTGCAGAGACATCAACAACTAGAGAAACTCT C GGTCCACTCGCAATG 
GAAGGGATTTTCAAAAAGAAATTGTTAAAGCAGCAGAAACGTTTACTGCCATA G TATAAGCATATTGA 
AGCAGGAACCAAGTTGTCTGAGGATTGCTGCAAATATGGAGCTGAAAACATTG AACATTTTGGCT 
AAGGCTGCATCTATATATGGAGATGCTCGTAAACATGTGGAAAAGGAGCAAGAGGACTTTAATAAGCTGT 
TATCATCACAGGTTTTAGATCCCTTGAGAGCAATGATCGCTGGTGCTCCTTTGGAAGATGCTCGTCATCT 
TGCTCAACGTTATAGTCGTATGAGACAGGAAGCGGAGACTCAGGCACTAGAAGTTTCCAGAAGACAAGCA 
CGGGTAAGGGAATCTCCAATGCCCGAAAATGTTGCAAAGCTGCATGCAGCAGAAGCA AAAAGCAGGAAC 
TAAAAGCAAACATGGCTGTTCTGGGTAAAGAAGCTTCAGCTGCATTAGCTGCTGTTGATGCACAGCAGCA 
AAGGCTGACCTTCCAGAGGCTTGTTTCAATGGTTGAAGGAGAAAAGACTTATC TC AGAATAGCTGCC 
ATTCTTGGGGAGGTTGAAGCTGAGATGGTCTCAGAGAAACAGCGGAAAGAATCTGCTCCCCCTGTTATTT 
CGTCAGACAA 
 
>CONTIG\102 
AAATTGGAAAGTTTAAATGAGGAACACATTATAGGTTTGGGGGGCTTTGGAACA TGTACAAGCTTGCAA 
TGGATGATGGCAATATATTTGCGTTGAAGAGAATTGTAAAGATGAATGAGGGCTTTGATCGTTTTTTTGA 
GAGAGAGCTAGAAATTCTTGGAAGCATAAAACACCGGTACCTAGTGAATTTGCGAGGTTATTGCAACTCT 
CCTACATCAAAATTGTTAATTTATGATTTCCTTCCTGGTGGTAGCCTTGACGAAG TCTTCACGATAGAT 
CTGATCTGCTAGACTGGGATGCACGCTTGAATATCATAATGGGAGCTGCAAAAG ACTGGCCTACTTGCA 
CCATGATTGTTCACCCAGGATCATACATAGAGATATAAAGTCAAGTAATATTTGC TGATGGTAATCTT 
GAAGCTCGAGTCTCGGACTTTGGACTTGCCAAACTATTGGAGGATGAAGAAACCCAT TAACGACCATTG 
TTGCTGGAACTTTTGGTTATCTGGCTCCAGAGTATATGCAAAGCGGGAGAGCAACTGAGAAGACTGATGT 
ATATAGTTTTGGGGTCCTGGTGCTGGAAGTGTTGTGTGGAAAGCGACCAACAGATGCATCATTTATTGAG 
AAGGGCCTCAATGTTGTAGGTTGGTTAAATTTTTTGGTCACAGAGAATAGGCGAC AGAGATTGTTGACC 
CACAGTGTGAGGGGGTGCAGGCAGAAAGTCTTGATGCACTGCTCTCAGTTGCATTCA TGTGTTTCTTC 
TAATCCAGAGGATCGCCCCACAATGCATAGGGTGGTCCAGTTGCTTGAATCAGAGG ATGACCCCATGC 
CCAAGCGACTTCTATGATTCCAATTTCTGATTGAAAGTCTTGTGCATAGATGGAGGTG 
 
>CONTIG\103 
135 
 
 
TTGCTTTGTGCTTGTGCTAAAGCAATAGAAGAGAATGATAGGTTCACAACTGA TGGTTGATGCCACACT 
TACAACAGATGGTGTCAGTTAATGGTGAGCCAATCCAACGTTTAGGAGCTTAT TG AGAAGGACTTGT 
TGCAAGGTTGGCCTCTTCAGGAAGTTCTATATATAAAGCCCTTAGATGCAAGAGCCTGCCAGTGCCGAA 
CTTCTCTCATACATGCACATACTCTATGAAGTATGCCCATACTTCAAGTTTGGG ATATGTCTGCAAATG 
GGGCTATTGCTGAAGCAATGAAGGATGAAAATGAAGTCCATATAATTGATTT ATGATTGCACAAGGCAG 
TCAGTGGATCACCTTAATCCAGGGTCTTGCTGCAAGGCCTGGAGGGCCTCCAAAGATT GTATCACAGGC 
ATTGATGATTCTACATCAGCTTATGCCAGAGGAGGGGGGCTTGATATTGTGGGGAACAGGTTATCAAAGC 
TTGCTGAGTCATGTAAGGTACCTTTTGAGTTCAATGCTGCTAGAATTCCTGCCG AGGTTCAACTTGA 
AGACCTAGGAGTTCGTCCTGGTGAAGCTATTGCAGTGAATTTTGCCTTAATGT GCACCACATGCCAGAT 
GAAAGTGTGGGAGGTCAGAATCATCGTGACAGGCTGTTGAGGTTGGTTAAGAGCTTGTCTCCCAAGCTGG 
TCACTCTTGTTGAGCAAGAATCCAACACCAACACTGCCCCATTCTTTCATCG TTC TTGAGACATTGAA 
ATACTATACGGCGATTTTTGAGTCTATTGATGTGACTCTTCCGAGGGATCACA GG GCGGATCAATGTT 
GAGCAGTTCTGTCTGGCTCGAGATATTGTTAACATAATAGCT 
 
>CONTIG\104 
CTGCCGTTAAAGCTAAAGCTAAAGCCACGCTACTGTCACCCATGGCTTCCGA GA AACGACGAAGACGA 
CGACGACGACAGTCTTCCCCTCCCGCCACGTGGCGCCCATCAGAGCCTTCCGCAGCGACATCGACGG 
CTTCGCGAAGCGCATGGTCTCCGGCGAGGCTTTGAAGGACGCGTGGCGCAGC C AAC ACGGCTTCGAG 
CAGTTTCTGTATGAAGCCAAGAAGGCCGCCGAGCAACTCGACCGCCGCTACT TCT TCGCCGCGTCA 
GCTCCGTCGCTCGCTCCGCCGCCGACCGCGCCCGCGAAATCGATAGGGAGTTC AGATCGGAATGCGCTG 
GCGCACTTTCTCACTCGACTTCACCAGAAACTTGCCGAGGTACAGGAAACACTC ATGATTTTTTGGAC 
ACTCCATTAGGAAGAAGTTTTGCGACAATTTTCTTCCTCTGGTTTGCGTTGT TGGATGGCTTTTTCGGG 
TCTTGATATTTGCAACATGGATACTGCCATTTGCCGGTCCACTTCTTATTGGGACTATTGCCAATAACCT 
TGTTATAAAGGGTGCTTGTCCCGCTTGTAAGAGGCAGTTTGTTGGTTACAAGAACC AATAATTCGTTGT 
ACAAGCTGTGGAAACATCGTGTGGCAGCCGAAAGGGGACTTCTTTTCAAGAGATGGT AAGGCACCTCTT 
CTTCAAAATCAAAGTCAGACCCTGATATTATTGATGTTGAGTTTGAGGAGAAATGA GGGATGCCCAAGT 
GATGGTGCCATGGTGATTTCACCCAATATGGGCATTTAATACAGAGAGCAAAGAGAACATTCCTACTGTT 
CATTAGTTCTGATGTTTTGTCTCATTATTATTATTATTATTATATTTTTTTCTTTTTTTTTCATGTTTGT 
GTTAATTCTGTGTCCTGTAATTTTGAAGTGCTTATAATTTCAGTTTGTATACCC TTTTTTTACAAGGAA 
TACCACAACCTCTTGTCCTGAC 
 
>CONTIG\105 
TATTAAGGAATACATGAAGCTGACATACCAACCTGTTGTGGGTAATCTAAAGGA GTTGCACAGGCATAT 
ATTGATTCTTTTGCTCCTAGAGATGGAGACCAGGATAATCCTGAGAAGGTTCCAGATTTTGTTGAAACCA 
TGCTTTACAATCCAACTGAAGCTGTATGCATGACAGGTAAGTATGCCTCAAAAGA GAGGCCAAGAAGAA 
GGGAAATGTAATCAACAATATTGGGTGGTGGTTCAAACCGTGGTTCTACCAGTATG ACAGACAGCACTG 
AAGAGAGGGAAGTTCGTTGAGTATATACCAACCAGGGAGTATTATCATAGACACACT GGTGTCTGTACT 
GGGAGGGAAAGCTTATCCTTCCATTTGGAGATCAATTTTGGTTTAGGTTTCTCTTTGGCTGGTTGATGCC 
ACCCAAAGTTTCTCTACTCAAAGCTACCCAAGGTGAAGCTATCAGGAACTACTAT ATGAGAATCATGTA 
ATTCAGGACATGCTTGTTCCACTTTACAAGGTTGGGGATGCTTTAGAATGGCTCCACCGAGAGATGGAGG 
TATACCCCATTTGGATGTGCCCCCACAGAATATACAAGCTACCTGTCAAACCTCAGATTTATCCTGAACC 
TGGGTTTGAGCTACAACGCAGGCAGGGAGATACACAATATGCTCAGATGTACAC ATATTGGGATCTAC 
TATGCACCTGGCCCTATCTTGAGGGGTGAGGCTTTTGATGGCGCTGAGGCAGTCC TAAAATGGAGAACT 
GGTTGATTGAAAATAATGGATTCCAGCCACAGTATGCAGTATCTGAACTGAGCGA AAAACTTCTGGAG 
GATGTTTGATGCTGAGCTCTATGAGCAAGCCCAGAAAGAAGTATGGGAGCTTG GAACCTTCATGAGT 
GTGTACTACAAGTGCAAAAAGGGGAGGAAGACTGAGAAGGAGGTGCAGGAAGCAGA CAAGCCCACCTTG 
AAACTGCTTATGCTGAGGTTGATCAGCCAA 
 
>CONTIG\106 
CTCTCCACCATGACAGTTTTCTCTTCCACAAAGCAAGATGATCGTGACCAAC TCC AGGACCTCTTATT 
TTAATTCACCACCGTTGGATATCTCTGTTGCGTTCCCACAAGCAACTCCAGT CATTTTCCCTCCTTG 
TACGTCAGACTATTATCAACTTGATGATCTACTGAGTCCTGAGGAGCAGACTCTGAGGAAGAATGTAAGA 
GAGTGTATGGAAAAAGAAATAGCCCCAATAATGACAGAGTATTGGGAGAAGGCGAAGTTTCCCTTTCATG 
TTATTCCAAAACTTGGTGCCTTGCGTATTACTGGCGGCACAATCAAGGGTTTGGGTGTCCTGGTCACTC 
CATTACTGGAAGCGCTGTTGCTACAGCAGAAGTTGCTAGAGTTGATGCAAGC TCTACTTTCATACTG 
GTGCATTCATCTCTGGCAATGCTCACTATCGCATTGTGTGGATCGGAGGCACAGAAGCAAAAATATCTAC 
CTTCTTTGGCAGAGTTAAAAACTGTAGCGTGTTGGGCTTTGACCGAGCCTGAATATG AAGTGATGCTAG 
136 
 
 
TGCATTGAAAACGATAGCAACAAAGGTGGAAGGAGGTTGGATACTTGAGGGCCA AA CGCTGGATTGGA 
AACAGTACCTTTGCAGATTTGTTGGTTATTTTTGCGAGGAACACCACAACAATCAGATAAATGGATTTA 
TAGTAAAGAAGGATGCGCCTGGATTAACAGTAAAAAAAAATAGAAAATAAAATTGGCCTACGGATTGTTC 
AAAATGGAGATATTCTCTTGAAGAAAGTTTTTATTCCTGATGAGGACAGGATACCTGGTGTCGATTCTTT 
TCAGGATACAAACAAGATTCTTGCAGTTTCACGTGTTATGGTTGCCTGGCAACCAATTGGCATATCAATG 
GGCATCTATGATATGTGTCACAGATATCTGAAGGAGAGGAAACAGTTTGGACACCACTAGCAGCTTTCC 
AAATCAATCAACTGAAACTTG 
 
>CONTIG\107 
GGAGTAGAACCCAGGCCATCCTCTCATCCAAGCAAAACTCTAGCCTTGGGTTAG T TCTTCAATCCCA 
AACCCCTCTCAAATTTTCAATTCTCAAATCCTCCCCATCCTCACCGTCCGATCGATCCAATTTTCGCAAA 
ATATGGTGATGATCTCCTTCAGAAACTTCGATTCCATATCAAACTCCATCCGATCCTCCGCTCTTCGAT 
TCCTTGTAGAAATTCCAGTTCCCGTCTACTACTTCAGTAAATTCTTCCACAAATTT GAGAAAAAAAGAA 
GAAGAAAATTTTAGGGTTTTTTTTTGTTTTTGTTTTTTTAGGTTTATGGTGTGAAAAATTAAGGTGATGT 
GAATTGTAATTATGTTGTGAGGTAATTAGGTTTATTTCGTGTCAGAATTCGGTGTTTCAGTGATTGATTA 
GTGTGTATCTTTTTGTGGATATTATTATGTATATTGAGGAATTGAAGGGGGA GAGGTGGGAAGTGG 
TGAA 
 
>CONTIG\108 
AATTAAGGCAAAAACGTAACAATGCCAACTTCCCAATTTCTCTTACCTCTTTC TCTATCTAATGGCAA 
CTCTCTCCTCCACATATGGGGCACAACTCATTCTAGTCAACAATTGCAATGAG G TATGGCCAGCTAT 
ACTTGGTGGTGCAGGGCAGCCCACACCTAAAGACGGAGGTTTCCATCTGGGAGTGGCGAGGAAGTTGTC 
ATGGATGTGAATGAGAAGTGGTCAGGAAGGATTTGGGGCAGGCAAGGTTGTTCCT ATGATAATGGAA 
AAGGCTCATGTGACACTGGGGATTGTTTTGGCCAATTACAATGCAAGGGAAAA TGGTATTCCACCAGC 
AACGGTGGTCGAGATGACACTCGGGTCCTCTAATTCGCCTTTACATTACTATGATGTGAGTTTGGTTGAT 
GGCTTCAATTTGCCTGTATCAATGAAACCTGTTGGTGGTGGTGTCGGGTGTGGT TTGCGTCGTGTGAGA 
TTGATTTGAACATTTGCTGCCCTTCATCATTGGAAGTGAAGATAGGAGGCAAG TGGTGGGATGTAAGAG 
TGCCTGCTTGGCCATGCAATCGGCTAAGTATTGCTGCACAGGGGACTATTCTAACCCAAAGACTTGCAAG 
CCTACTCTATTTGCACATCTCTTCAAGGCTATTTGCCCCAAGGCTTATAGTGC TTTGATGACTCTA 
CCAGCCTCAACAAATGCAGGGCTTCACGGTATGTTATCACTTTCTGCCCTCCCTCT AAGGAATGAAGAA 
GGAAACTAAGGGTGCTATCACACTCTACAAGGAAGTTAATGGCATCAGGAAAGAATT ATGTCCTTGTGA 
TTTTTACTATAGTTTTTATTTGAATTATCGTTGGATATATGTCTTTAATTATA GTTTA 
 
>CONTIG\109 
GCATAGCTTGGAGACCATAACCTTGCTGCTTGCTCTTAAGATTGAGTATCCTGAGAACGTTCACTTAATA 
CGTGGAAACCATGAGGCTGCTGACATAAATGCTCTCTTTGGTTTTCGCCTTGAATGCATTGAAAGAATGG 
GAGAGAATGATGGAATATGGGCATGGACACGATTTAATCAACTATTCAACTATCTT CACTTGCTGCACT 
TATTGAGAAGAAAATCATCTGTATGCATGGTGGCATAGGGAGGTCTATAAAT CAGTAGAACAGATAGAG 
AAGCTCGAAAGGCCTATAACAATGGATGCTGGATCTATAATTTTGATGGATC TCTATGGTCTGATCCTA 
CAGAGAATGATAGCGTGGAGGGTTTGAGACCGAATGCTAGAGGGCCTGGTCTTG CACTTTTGGGCCTGA 
TCGTGTCACAGATTTCTGTAAGAGAAACAAATTACAGCTAATTATAAGGGCCCAC AATGTGTCATGGAT 
GGGTTTGAACGGTTTGCTCAGGGACAGTTGATAACCCTTTTTTCTGCAACTAACTAT GTGGGACGGCAA 
ACAATGCTGGAGCTATACTGGTAGTTGGCAGGGGGTTGGTTGTGGTTCCAAAATTAATTCATCCGTTGCC 
ACCTCCCCTTCAGTCACCAGAGACATCTCCTGAACGTGTACAAGAGGACACT GATGCAGGAACTTAAC 
ATTCAAAGACCACCAACTCCTACTCGTGGTCGACCACAGCCTGACCTTGACGGAGCTCACTTGCATACA 
TATAATGTTACCTGACAAATTTGTGAACTTTACAACTTGTCAAAGTAAAAATCTGCATTTCTCTGACAGG 
CTTGACCTTGACCTGTCCTGGGTCGGGATAAGTTTTCCACCTGTGA 
 
>CONTIG\110 
ACTTTGTTTTTCCTCTTCCGCAGTCTCTTTCCCTTCATCTTCACGCCTTATCATCAGTTCGTAAACAAAC 
ATCACACTCTCTTACGGATTTCGTTTTCTTTCTTAACTCCATTTTCTCTCAT T AACCCCGAATTCCC 
TTCATTTCCAAGAATCCATTTTACCTCGAAATTCTAAACACTTCCGATCTTCC CTCGTCTAAGCTGC 
CTACGTGGCTAGATCCATTTCCGTTCCCGTCAATCTAGGCCCCCTCCGCTTT T CCACCCGAGAAGT 
TTAGATCTACGTTTACTACTCAGTACTACATTTTGCTTCAAAGTTTGAAACCGTTTTGTTTATATTTTGC 
TGAACCACACTGTTATACTTCAATACAACTTTCTCAGATCCACGAAGTTATCAGTTCGACAGTTCTTATA 
TATCTCGCTAATGGCGAAACTCGCACAATTCTACGTCGTTTTACTCTTGGAGGTTTCCTTGGTTGGATTC 
TCCGTTTCTCAATCTTCGCCGCCGGCGACATCTCCATCTCCGGTTCCTGAAC GGATCCGACTCGCCGT 
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CGTCTCCGCCGGCTCCTGTTCCGGCTTCGGGTCCTGCACCGGCGCATTCTCCG CGAATCAGTCTCCGAG 
TCCGTCTCCTCCGTCGCCTCCTCAGGCACCAGGATCGTCTCCGACTCCGACTCCGACTCCGACACCGGAA 
CCGGCACCGTCTGCCGATGATACAGTGGCGAGCGACGTCAACAGCAAGGCGAGTTCCGATTCGAACCACT 
CGTCCGGCGGCGGAATGAGCGGAGGGAAGAAGGTCGGGATCGCGATCGGAGT C ATTCGCGTTCGTTTT 
GGTGGTGGCGGGAGGCCCTGGTGTACAAGAAGCGCAAGGACAACATTCAGCGAGCTCAGTACGGATACGG 
AGCCAGGAGAGAGATTCTCTGAAACTCTTAACTCTTCATTCTCTCAACAATGGA T CAACTTCATACAC 
TACAAATTATTACTGCTATAAATTTCTTTTATAGTAATT 
 
>CONTIG\111 
CAAACGAAGGTGGCCGTGACGTGAGTTTCTTTCGGTTCAGAGAGAGAGAGAGAGAGAGTTTTGGAAATTT 
AGAGAGACATGGTTGGACCAACTAGGCCTCAATTCGTTCTCTTTGGATCCTCCATTG CCAACTTAGCTT 
CAGCCATGGCGGTTGGGGTGCTATTCTTTCTGACATTTATGCTCGCAAGGCAGACATATTGTTGCGAGGC 
TACTTTGGGTGGAACTCACGACGTGCTCTCCAGGTCCTCGATCAAGTTTTTCCAAAGGATGCTGCCATAC 
AACCCTCTTTGGTGATAGCTTATTTTGGTGGTAATGATTCAATGGGGCCTCAC CTCTGGCCTAGGCCC 
TCATGTACCACTTCCTGAATATATTGAGAGCATGAGAAAGATTGTGATTCATC C GAGCCTTTCAGAG 
GAAACTCGCATCATTTTATTAAGTTGTCCTCCAGTCAACGAGGAAAAGATTCGTGGAAACATAAGTCAAT 
TTTTGAGCGAGCTGGTTAGAACAAATGAGTTATGCCAAGGATACTCAGATGCCTGTGTAAAGCTTGGCCA 
AGAAATGGGTGTGAAGGTTGTTGATCTTTTTACTGCACTTCAGAAAAGAGATGATTGGATGGATGCTTGC 
TTCACAGATGGGATTCATTTATCAGCTGAAGGGAGCAAGATAGTTGTTGAAGAGATACTAAAGGTGATCA 
AGGAAGCTGACTGGGAGCCATGTCTACACTGGAAAGTCCATGCCAACTGAATTTGCAGAGGATTCACCAT 
TTGATCTTGTTGCCGCTGATGGAAAGACAACATTAAATCCCTCAGAATGGACTTTCT CAGGGAGCATCA 
CTGGGACTAAGATATGTCATTTGCCTTCATCCCCATGAAGAAGCTGCGTACTTGAATTTGAGGAATGAAG 
ATCTTGAATAAGATACTTAGAAAAACAAGTAGCAAGAGAGAGAGAAGGGGGAGGGGCAATCACTGTTGCA 
ATTATTTCTTGTAAAGCACACTTTAAACTGGATTATTTCATGTTCAATTTATTTAAAGTTCACATT 
TTTAAATTAGCCCAT 
 
>CONTIG\112 
GAAAGAAGAAGAAGAAGAGAGAAAAAAAAGTTCAACAGAAATGCCAATTACT GAATTGCAATTGGTTCA 
CCGGGAGAGGCCAGCCATCCCGATGCCATTAAAGCTGCATTCGCGGAGTTTTTCTCAA GGTCATTTTTG 
TTTTTGCTGGAGAAGGCTCTGGCATGGCTTTCAACAAGCTTACAGGTGATGGACCAACCACACCATCTGG 
CCTTGTAGCTGCTGCATTGGCTCATGCATTCGCACTTTTTGTAGCGGTTTCTTGGTGCAAACATTTCT 
GGAGGGCACGTAAATCCGGCTGTGACATTTGGTGCTTTTATTGGAGGCAACTTTCTTTGTTGAGGAGCA 
TTTTGTATTGGATTGCACAGTTGCTCGGATCAGTTGTGGCTTGCTTGCTTCCAAGTTTGCCACTGGTGG 
ACTGGAAACATCAGCATTCTCCCTATCATCTGGAGTGTCTGTATGGAATGCTGTAGTTTTTGAGATTGTG 
ATGACCTTTGGCCTTGTCTACACAGTCTATGCCACAGCAGTGGATCCAAAGAAGGG AACATAGGCATAG 
TTGCACCACTTGCAATTGGTCTCATTGTGGGGGCTAATATATTAGTTGGTGG CCTTTGATGGTGCATC 
CATGAACCCAGCAGTCTCCTTTGGTCCTGCTGTGGTTAGCTGGTCATGGACT ACC TGGGTCTACTGG 
CTTGGCCCAATGGTTGGTGCTGCCATTGCAGCCATTGTCTATGACACCATCTTTATTGGGCAGAGTACAC 
ATGAGCCACTTCCCACCAATGATTTTTAGGGATGTTGTATCTTCTTAAGATT A CCTCTCCTTCCATG 
TTATGGAGAGAAGAATAATGGGAAAAAAAAAAGTGATTATTCT 
 
>CONTIG\113 
ATAAAAAAGAGTGAGAAAACAAAAGGGAAAAAGAAAGAAACCGAGGTAAAAAC CTTTATCAAAAACCCA 
CCTCTCCTCATAGAGCAGAAATGAAGAGCCGCCTTTGATTAACATTAACATATCTTCTTCTATCCTCGTT 
CGTAGTGGTGTTTTAATTTGGTGGTATTCTTTGCCATCATTTCATTTCTACCACT CACACCAACCCCTT 
TTTTTTTATATTATCTTTTTCTCCATGCGGCGAAGAGCACCAACCACCGCAGATC AACCAAAACAACAA 
CATTCAACCAATTCATTAGAACATCGACCGATAACAACAACAACGTTAAATAC G GGCGTAAGGAAACG 
ACCGTGGGGTCGTTTCGCGGCGGAGATCCGAGATCCATGGAAGAAGACACGTGTGTGGCTCGGCACCTTC 
GATTCCGCGGAGGATGCTGCTCGTGCCTACGACACTGCAGCGTTGACGTTGCGTGGTCCAAAAGCGAAGA 
TTAATTTCCCTCTCACCGCTCCTCAGCTAGCAACTCTTCCAGCAATCAGAGA GA CAACCCAGATTTTC 
CTCCTCTGCCAGTACTAAGTTCAATCAGATTCAACCCAACAGGCCAACGACAAGTAGTATGAGCAGTACG 
GTCGAGTCGTTTAGTGGCCCCAGGGTCGTTTCAAATCCGGTCTCAAGGGTCATCGTGAACCCTGTTG 
CGCCCGATGATTGCCGTAGCGACTGTGACTCGTCGTCTTCGGTGGTTGATGATGACAACGACGACTACTG 
TGTTCTCACCTCCTCGTTTCGTAAGATCCAGCCGTTCGATCTGAATCTACCT CT GATGGATGAAGAT 
TTCGGCATCGCTGATGATCTTCAAGCCACCGCTTTGTGTCTCTGATTGTGGATCTAATGGTCAACTTTTT 
TTTTTTTTTTTTTTACTTTCTGTTTTTTCTATCTTATTTTCTCGGGAAAATG  
 
138 
 
 
>CONTIG\114 
TACCTCTCAAACTTATTTCACTCCCTCTTCTTCTTTTCCCATAACATATACAC TATATTCCTCTCTC 
TCTCTCACAGATTTACTCTATGCTTATAAAATTCATTAATGCAATGGCTATTGAG GCATCACAAACATA 
CCTTCCATGCCTCACCCACCAAAAGAAGAACACAATGAGCAGCAAAAGCAACT TTTTTGATGCCTCAG 
TGCTCAAACACCAACAACACATACCAGAGCAGTTCATATGGCCAGACGAGGA AAGCCTCGTGCTAATGC 
ACCAGAGCTTGAAGTTCCCCTTATTGACTTAAAAGGGTTCCTCTCTGGTGACCCAACTGCTGCAATGGAA 
GCCTCCAGACTTGTTGGCAAGGCTTGCGTAAAGCATGGATTTTTTCTTGTTGTCAATCATGGTGTTGATA 
ATAAGCTAATTGCTGATGCTCACCAATACATAGACCACTTCTTTGAGTTGCCCA TTAGCAAAGCAGAG 
AGCACAGAGGAAAGTTGGTGAGCACTGTGGTTATGCTAGTAGTTTCACTGGCAGGTTTTCCAACAAGCTA 
CCTTGGAAAGAAACACTTTCTTTTCGCTATTCAGCTCAACCTAACTTACCCGATATTGTCCAAGACTATT 
TGTCCAACACAATGGGTGAAGATTTCAAGCCATTTGGGAGGGTTTACCAGGACTATT CGAGGCCATGAG 
CACTCTTTCTCTAGGGATCATGGAACTCCTAGGAATGAGCCTAGGCGTAAGC AGCTCATTATAGGGAA 
TATTTTGAAGAGAACGATTCGATAATGAGGCTCAACTACTATCCTCCATGTA AAACCTGACCTTACTT 
TAGGTACAGGGCCTCATTGTGATCCAACTTCTTTAACCATCCTTTACCAAG 
 
>CONTIG\115 
AGAAGGCGCTCGAGCACAAGAAGGAGATCTCTAGACGCTTGGGTCGGCCTCAT AGACCAACCCTTA 
CGAGGATGTCATAGCATGTGATGTTATAAATCCTGACCACATTGATGTTGAATTTGACTCTATTGGGGGA 
CTTGAGGCCATCAAGGAAGCATTATATGAACTGGTGATACTTCCCCTAAGGAGACCTGAACTTTTTTCCT 
ATGGGAAGCTTCTGGGTCCCCAGAAAGGGGTCTTGTTGTTCGGACCTCCAGGTACTGGAAAGACCATGCT 
TGCCAAAGCTATTGCAAAAGAATCTGGAGCTGTTTTCATCAACGTCAGGATATCAAATCTGATGAGCAAA 
TGGTTTGGTGATGCACAAAAGCTTGTGGCCGCTGTATTCAGCTTGGCTTATAAAC CCAGCCAGCTATCA 
TATTTATTGATGAGGTAGATAGTTTCTTGGGTCAGCGCCGTAATACAGATCAT AGCATTAACAAATAT 
GAAGACTGAGTTCATGGCTTTATGGGATGGATTCACCACTGATCAGAATGCACGAGTGATGGTTCTTGCT 
GCTACTAATCGCCCATCAGAACTTGATGAAGCAATACTCCGGCGTCTTCCTCAAGCATTTGAGATTGGGA 
TACCAGACTGCAGGGAGAGAGCTGCGATACTGAAGGTGATTCTGAGGGGCGAGAGA TTGAAGACGACAT 
TGACTATGTCCACATAGCTAGCTTGTGTGAAGGTTACACAGGTTCAGATCTTCTCGAACTATGCAAGAAA 
GCAGCCTATTTCCCTATTAGGGACCTACTAGATCAAGAGAAGAGTGGGAGAAAATCTTCTCCACCGAGGC 
CATTGTCAGAATCA 
 
>CONTIG\116 
CGTTTATTTTTCTCGCTCTTAAACCCTAAACCCTCCTGTACTCATCTAGCGGT AAGACTAGAAGGAACA 
TGAATTTCAACAACGTTAAAGTTCCCAAGGTTCCAGGTGGTGGCGCAGCTTCT CT GCTTAAGTTGGG 
ACTTCTTGGTGGGGTTGGCGTGTACGCAGCTGCCAACAGTCTCTATAATGTTG GG AGGGCATCGAGCA 
ATTGTATTCAACCGTATAGGTGGTGTCAAAGATCAGGTTTATGTTGAAGGGAC CACATTATCATTCCAT 
GGTTTGAGAGGCCAATCATCTATGATGTCCGTGCACGACCCCATCTAGTGGAG ACTTCAGGAAGCCG 
TGACCTTCAGATGGTGAAAATCGGTCTTCGAGTTCTTACCCGTCCTGTGCCAAATCAGTTACCTACAATT 
TATCGAACCCTTGGTGAGAATTTTAACGAAAGGGTCCTGCCTTCAATTATTCATGAAACTCTGAAAGCTG 
TGGTTGCAAGGTATAATGCCAGCCAGCTCATTACTCAGAGAGAGGCTGTTATA GGAAATACGGGAAGT 
TTTAGTAGCTCGAGCAGCCAAATTCAATATTGCACTGGATGATGTGTCAATTACAAGTTTAACTTTCGGG 
AAGGAATTTACAGCTGCTATTGAAGCCAAACAGGTAGCTGCACAAGAAGCGGAGAGGGCTAAATTTATTG 
TGGAGAAGGCTGAACAAGACAAGAGAAGTGCTATTATTAGAGCTCAGGTAGGTAG ACAAATGCTTAAT 
CCTCAAATTTAGATTCTGATATTAAATTGGATTTATGTTACTGCATACCTGTGT TGCTCCTAACTGTTT 
ATGAACCTTTTATAGAAAGAACTTGGTGTTTTCCCTGCTCAACATTTTTGCCCATGATATCATTGCTAGT 
AGAACTAATTTGGAAATATGGCAGTGGGAAATAGTGTGGGAAAAAC 
 
>CONTIG\117 
AACGCTGCGTTTGGGGCTAGGATTTTTTACTTCCTTCGTTTTCCTCCTCTCTTG CGTGTCCCAGGCGTA 
CGACAGGCAAAAATTGCCGTGTCCGTGCACTTGATGTGGGACTCTAACACAC CACA GATCATTTTTTA 
ATGGCAGCATCATGACCTTCCTTTCTCAAAATTAAATTAAGCTTCGTTTGAT TGAAATTGGATTTGT 
TTATTCAATGCTGCTGTCTAGGATATTGTGATGGGAATTAGTAAAACGGAAGT A CTTAAAGAGGTTGC 
TTGCAGCTGCACCTCAACAAAAAAACCAGGCAAAACTTGTACATTATGTTGC ACATTACGAGAACAGTT 
AGAACAGCTGGCTGAAGAGAGAACTTCCGAAGGCTTACCAAGGGTTTCAAAGGCAGTGGTCAATGATTTT 
TCAGAGAAGATTGAAGCGATTGCTTCCAAATTAGCTGCCCCATTGGTGCGTGTACAT ATAAGCAGGATT 
ATATGTTGGTTTACATAGACTATACCTGATACCCAAGTATCCCAGGAGCCCTT GAAGAGATTGCCGTAA 
ATGAAAGCCCTTCTAAAACAGGAGAAAATCACATTCTTCCTACTCCTAGACTA AGAAGATTTGTGTA 
TTTGAATTGGAACTATCATGATTTGGTTAGCTTGTTGACTCTTTTCTATGTCG GTTTGTCAACTCTAA 
139 
 
 
CCAGTTTGGTTTATTAACCCAGGGCCCTGCATCAAATAGTGAAGATAGAATTCATGACACTACTGGAGGC 
TGATTCGTCCGCACCTGTCAAACTGGATGCTGCAGCACTAGCACACATTGAA GCACAGAAAGCTTCAA 
GAGGACTTGACTGATGAAATGGTTGGGTTGGCACGGCAACTTAAGGAGAGCA TTTGATGATGAGCAATT 
CCTTGCAAAAAACTGAAAAAATACTTGATTCTACTGAGCAAGCTGTTGAGCA AGCTT 
 
>CONTIG\118 
GGCTGATGCCATTTCGGCTGTTATTGATCGCCGTGATGTTCCAGGTCGTGAA TCCTTTGCACCTTGCG 
GTGCGCCTCCGGGACCCTGTATCAGCAGAGATTTTGATGGCAGCTGGTGCGGATTGGA TCTCCAAAATG 
AGAATGGTTGGAGTGCTCTTCAAGAGGCAGTGTGCAGTAGAGAGGAGTCAATTGCGATGATTATAGCAAG 
GCATTACCAGCCTCTTGCTTGGGCAAAATGGTGTCGGAGATTGCCACGTATTGTTGCCTCAGCAACTCGT 
ATTCGTGATTTTTATATGGAGATAACTTTCCATTTTGAGAGCACGGTCATTCCATTTATTGGCCGTATTG 
CCCCTTCGGATACTTACCGCATTTGGAAGCGTGGTTCCAATCTCCGTGCTGATATGACTCTTGCTGGTTT 
TGATGGGTTTCGGATTCAAAGATCTGATCAAACATTTTTGTTTCTTGGAGAAGGTT CTCTTCAGACGAT 
GGTAATATAAATTTGCAACCAGGTTCTTTGATTGTTCTTGCCCATAAGGAGAAGGAAATCACAAATGCTT 
TGGAAGGAGCTGGTGCTCAGCCAACAGAAGCTGAAGTTGCCCATGAAGTGGCATT AT TCTCAGACAAA 
TATGTATAGGCCAGGCATTGATGTTACTCAAGCTGAGCTTGTTTCCCATTTGA GGAGGCGACAGGAA 
AGAACTGAGATGGTTGGGAATTGGAAGGCCAAAGTTTATGATATGCTTCATT ATGGTGAGTGTTAAGT 
CAAGGCGGGTTCCGGGTGCCATGACTGATGAGGAACTTTTCTCTGTGGATGATGAAGAAAGGACAGCAAA 
TGGTGAAAACAATGATGAGTATGATGATGTATTGACAGCT 
 
>CONTIG\119 
AATCTATGTCAAGCTCTATGGAGTTTGTGGGGACAGCCAATAATGGCGTCCACAT GATGGTGGAGACAA 
AAGTGCAGACACCAGAAATGGTGTGGAACCTTCTCTGTCTGGTCCTTTCCTTGA T CCCAATTTTGAT 
ACTGTGAATCCTGTTCTTCTGCAAAAAACAAATGACGATCCTAATCTCCTCAAGT GGAATGTCCTGGAC 
AGCCTACCCCACAACCTCCACCTCTGCCTCCTGTACAATGGCGGATGTCCAACC TGTGGATGTGTC 
AGAAGACAAAGAAGACAATCTATATGAAGCTCTTAAATCTGCATTTGATCTGA A TTTGGGATCTGCC 
ATGTTTCAGCAACCTAAGCCAGCACCAGCAAAGCAACAAGATACTAACAAGGAGGCCAATATTGTAGAAC 
AGAAGAGCAAGCAGGACCAGCAGAAGTTGAATGGGCAAAAAGAAGCTAATCAAGCTGTGAATGGTACAGA 
AATGGATGAAAGGGGAGATTTCCTACAACAAATAAGATCGAAATCTTTTAACC G GACGCACAGTGACC 
GCAAAGCCAACCAATACGTCAGGGCCAACCAATGTCAAAGTCACTGCAATCTGG GAAAGCAAATGCAA 
TTCGCCAGGCTGTTGGGGATGATGGGGATGATGATGATACTTGGAGTGATGCTTGATTTATTCCTTTCAG 
GACGTGGTAGGGTCCATGATAAGCAATTTTCTTGTAACTGTGAGTTTAAAAAGTTGGGTAAAGCTGCATT 
ATATATATGTGAATAATTCTAGTTTCTTTTTGTAATTAATTGTAGGGCTTCTT GTATCTTATTGTGATC 
ATTTAATTGATTCCTTGTTAAGTCAGTGTTGTAAACAATTTGATAAACTC 
 
>CONTIG\120 
TTTATTAACCAGACTCCCTTATTCAAACTCCCAAAAAATCAAATTCCCTCATTTCCTGAGAAAATCCTT 
ACAAATCTAACTCAAATCCTTGTTTGTTGAGAATTTAAAAAAAATATAAAAA C TGTGGGGCAGGCAAT 
TTCAGAAGAGTGACGTTGAGGCCGGAGCGAGGCCTCTATACCCAATGATGCTTGA A CCAGAGCTCCG 
GTGGGCCTTCATTCGCAAGATCTATTCGATCATAACCGTCCAATTGTTAGTCAC A AGCCGTTGCCGCA 
ACAGTGGTTTCTGTCCATCCGATCGCTCTCTTCTTCGTCAGCAGTGGGGCCGGCCT GCTCTCTACATCG 
TAATCATCATCACTCCCTTCATCGGGAAGGTTATATTGGAATCCGTCATTCA CAACTGTGGTCGTTGT 
GAGTCTCACTCTATACACATTCTGGGCAGCAAGGAGAGGCCATGATTTCAAC C TTGGACCCTTTTTG 
TTCGGTGCTGTGCTTGTTCTTATGGTCTTTGCATTGATTCAGATTCTGTTTCGC GGGTAAGCTATCTG 
TGATGATCTACGGGTGCTTGGCATCGATCATATTCTGCGGGTACATTGTTTGACACAGACAACTTGAT 
CAAACGCTATTCCTATGATGAGTACATCTGGGCTGCCGTCTCCTTGTATTTGG A CATCAACCTCTTT 
CTATCTTTGCTAACTATTTTCAGAGCTGCTGATACCTGAGAAATTCATTTTT CTCGTATATGTTTTGGA 
ATATCTCTGTATGGTAGAATGTTGAAATGTTGTAAACCACTCTACTCTGTAAGTTGTTAAATATTTAATC 
GAGTGGGATTTTGTTCATTTGCATATCTGATTCTTGTTTTCTGTTATTTGCCCATTTTGCTGATAATGTA 
AGCAATTTGAATCAGTTGTGTATTGCTTTTGCC 
 
>CONTIG\121 
TCTCTCTCTCTCTGAGTGTTGCCAAAACCCTAAAACCCCAATCACCAAGCTA ACACACACACACAC 
ACACACTCGTTGCTGAAAATGGCCAACAAGCTGGACATGTCCCTTGACGACATGATCAAGAATAGCCGAA 
GATCCGGAGGGTATAATGGTAATTCTAATTCCCGTGGCCGAGGCCGCTCCTCGGT CCGGCCCAGGCCC 
AGGCCCAGACCGCCGCTTCCCCAACCGCAACTTTCAAAGAACCGCACCGTACTA GCTCCACAGGGAATG 
CAAGTGATGAATCCGATGTTGACACAACAAGTGGTGTTGGGTGTGGGTGGTTGTTGGTGTTGGTGTTG 
140 
 
 
GTGTTGGTGGTGGATCTAACATTAACAACTCAGAGGACGGTACCAAGCTATTATATCAAACTTAGAGTA 
CGGTGTTACTAATGACGACATTAAGGTACTTTTCTGTGAGATTGGTGACCTGA AAGATATTCAATCCAT 
TATGATAGGAGTGGAAGATCAAAGGGAACGGCAGAAGTTGTCTTTTTACGCCAGGCAGATGCTCTAGCAG 
CTATCAAGAGATACAACAATGTTCAGCTTGATGGGAAGCCAATGAAAATTGAGCTT TAGGAGTGAATCT 
GGTTACTCCT 
 
>CONTIG\122 
CTCAGAGAGAGAGAGAGAGAAGAGAGAGAAATCTCAATTCCAATGGCACCAAAGCAG GGACCCCAAAGG 
TTAGCCGGAACCCAGATCTGGTTCGCGGGGTCGGCAAGTACTCCAGGTCCAAGATGTACCACAAGCGAGG 
CCTCTGGGCTATCAAGGCCAAAAACGGCGGCGTTTTCCCTCGCCACGACGCTCAGCCCAAGGCTCCTGCT 
CCGGCTGCCAAGGCACCCAAGTTCTACCCAGCTGACGATGTGAAGAAGCCGCTCGTTAACAAGCGCAAAC 
CCAAGCCCACCAAGCTCAGGGCTAGTATTACTCCAGGAACTGTGTTGATCACTTTCTGGGAGGTTCAA 
GGGAAAGAGAGTTGTTTTCCTGAAGCAGCTCTCATCTGGATTGCTTTTGGTCACTGGCCCATTCAAGATT 
AATGGTGTTCCACTAAGACGTGTCAATCAGTCTTATGTGATTGCTACTTCCAAAGGTTGACATCTCTG 
GAGTTAATGTGGAGAAGTTTGATGACAAGTACTTCGCCAAGGAAGTTCAGAAGAAGAAGAAGAAGGGAGA 
GGGAGAGTTTTTTGAGGCTGAGAACGAGGAGAAAAATGTACTCCCACAAGAG A AGGAGGAACAGAAG 
GCTGTGGATACAGCATTGATAAAATCCATCGAGGCAGTTCCAGACTTGAAGACCT CTTGGCTGCAAGGT 
TTTCTCTTAAGGCGGGCATGAAACCTCATGAGTTGAAATTTTAGATGAAACACTGGAAAGTGTTAGGATC 
TGCTATTCTCCATTACATGTTTTATTTTGTTTGAACTTGGTCTAAACAGTTGTAC CTTCTAGTGCCATT 
GGTAATAGACATCGAAATTTTGATGTTGTGTTAGGTGATGCATTGTGCAAGAAATTTTCCATTTTCAAAT 
TTTGGGTTATGGGTTTGCAACTCACTACTGAATATATATGATATTTTGATTTTGC TTTTCTCTTTAAAA 
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAGGG 
 
>CONTIG\123 
ACCCAAAAATAAACCACCGTCAAAAGAAGAAAAACAAAACAAACAAACATGG AGACCCAAACAGAGCCG 
AAGCCGAACGCTTACTCGGAATCTCCGAGAAGCTCCTCCAAACCCGAGATCTCACCGGTTCGCGCGACTT 
CGCGATCCTAGCCCAAGAAACCGAGCCGCTCTTGGACGGCTCAGATCAGATCT GGCCGTCACCGACGTC 
CTCTTGGCCGCCGAGAAGCGCATGAACAATCACCACGACTGGTACTCGATTCTCCAGCTCGATCGCCGAT 
CGGACGATCAGGAACTCATCAAGAAACAGTACCGCAGGCTCGCGCTGCTCCT CA C GGACAAGAACAA 
GTTCCCTCTCGCAGATCAAGCTTTCAAGCTCGTCGCCGACGCTTGGGCCGTCCTAAACGACACGGCGAAG 
AAAGCCCTATACGACAACGAGCTCACTCTGTTTTCGAAAGTCGATCTCACCTCGGTTTTGCAGGCGAAAT 
TGCCAGTTCGCCGTAACATGAGGCCGAGTCCGAGTACTACTACAGGTAACAACAACAACAACACTAGTAG 
TAGCAGTAAAAAGGATCAGAGGCATGGTAATAGTAGTAGTAATAATAATAATAACAGTAGTGGTAATTTT 
CACCAGGAAGATCAACGGTTGAGAATGTCGAGTTTCTGGACCATGTGTCCGTAC GTTACAATCTGTTTG 
AGTATCCTAGGGTTTACGAAGGTTGTTGTTTGAGGTGCCAGAATTGTCAGAGGGCTTTTCATGCGGCGGT 
GATTCCGTCTTTGCCGCCGGTTGTTCCAGGCCAAGATGCTTACTATTGTTGT G G TTTTTTCCCTATG 
GGATTTGTGGTTGGGAAATTCGGACCAGAATAATAATAATTAATAGTAATAA T CTAATAATAATAGTA 
A 
 
>CONTIG\124 
AGAGATAGATAGAGAGAACGGGGGAGGAGAGAGAGTGAGCGATGGCATCGAC GTGGCGAAGTACGTGTT 
GCAGTCGATCAAAGAGAAAGGCCTCCGTGGCTTCTACAGAGAGCTCAAGGACG CTTCTTGAAATGC 
CTTTCTGATGGGAACCTTTTGCAGACCAAGATCCACAATTTAAAGGGGAATCTTGTGGGTATTGATAAAT 
TTGGTAACAAGTATTATGAGAACCGTAACCTTCAGTCTGGGCGGCACAGGTGGGTGGAATATGCAGAGAA 
GGGTCGCTACAATGCGTCTCAGGTGCCAGCAGAATGGCATGGTTGGCTCCAT T ATA CTGATCGCACT 
GGAGATGAGCTTCTGATGCTGAAACCAAAGAGGTATGGGTTAGAGCACAAGA A CTTTTCTGGAGAGG 
GTGAGGAGTTAATCTATCATTCTAAGGGACATGCCCTTAATAAAGGGCAGAAG CTGGACCAGGTACCA 
ACCATGGGAACCCACCAAGCCCTAAGCTATTCCTTCGACAAAATTTCCCAGTAAAACTTGAAAATCTTCT 
GGATATTTGTCTCCCATTTTCATGAATAAATGTATTGTACCATTTTGAAGCTTTAGAATTTTTGGCACAT 
GTTTCACTAGAGGAGAACGGTGAATCATTTGTCTTTTTTCATCTGATTAATGAAACCCATCGTGAAATGT 
TCTCTAATGTCATTGATTAGCAAAAAGTACATATAAATACGTCATTTTATGA CCCTCATTGGGGGTCAT 
CATCAATGTAAGGCTGCTGAACTTTTCTTTCCCTCTCTTTTGGAGCAATGAGGACTGACTTTTTATGTTT 
AAACAAAAAAAAAAAAAAAAAAAAAAAAAAAGGGCGGCCGCTTAATTAACCTCG GGAGTGGTCCCTATA 
GTGAGTCGTATTATAAGCTAGGCACTGGCCGTCGTTTTACAACGTC 
 
>CONTIG\125 
TACTGCAATTGGCAGAAGATCCTGCTAATCGACCCGCATTTGATGTTCGCCCAGTT AGGTTTACCCTAT 
141 
 
 
TGCAAATGGCAATTGTGTTGATTCTGTTAATTTGGATTCTTCAATGAAAGAAG TGCACAAAGTTCTTTT 
CATAATGGAAGCAGACTGACGATCCATCCACCACCTACCTTTGGTTCATCTCCCAATCCTGAAGCACCTG 
CCATTCAAGGCAATAAAGATAATGTTGAGGATGAGGACAGTGCCGTGAGAGTGACACCATACTTGTCTCG 
GCCTATGCATGAGATCACATTTTCAACAACTGACAAGCCCAAAACCCTAAACCAGTTAACATCATTACTT 
TCTGAGATTGGACTGAACATTAGAGAAGCTCATGCTTTTTCCACTGGGGATATTCTCTCTGGATGTCT 
TTGTTGTTGATGGTTGGCCTCGTGAGGAAACCGAGGAGCTTAAAAGTGCATTAGAA AAGAAATTTTAAA 
GTCTAAGGAGCAATATTGGTCCAAAGAGCATTCGGTTTATGCTACAGGTGGGCATAACCAGAGAACGCTT 
GAAACGTTGTCTAATTGCGTAGAAATACCGACTGATGGAACTGATGTCTGGGAAATT ATGCCAGGCAAT 
TGAAAATGGGAAACAAAGTTGGATCCGGGTCATTTGGAGATCTGTATAAAGGCACATATTTTAGTCAGGA 
AGTGGCTATCAAAATCCTCAAACCTGAGCGTGTCAATGCAGAGATGCTGAGA AGTTTTCCCAGGAAGTT 
TATATAATGAGGAAAGTACGTCACAAGAATGTTGTGCAATTCATAGGTGCAT A CAGCCTCCAAACC 
TGTGCATTGTGACTGAATTCATGTCTAGAGGGAGTGTATATGACTTTATGCA AA ATAGGGGTGTATT 
TAAGCTTCCATCTCTGCTCAAAGTAGCAATTGATGTTTCCAAGGGAATGAATTATTTGCACCAAAACAAT 
ATAATCCACAGGGACCTCAAGACTGCCAATCTTCTGATGGATGAAAACGAAATCGTT AGGTTGCTGATT 
TTGGAGTTGCCAGAGTGCAGACTCAATCTGGAGTGATGACAGCTGAAACTGCA ACCGTTGGATGGC 
TCCTGAGGTTATTGAACATAAAGCATATGATCACAAGGCAGATGTTTTCAGTTTTG AATAGTACTTTGG 
GAGCTTCTAACTGGAGAACTCCCGTATTCCCTCTTAACCCCCATTACAAGCG 
 
>CONTIG\126 
TTTTTTTCTCTCTCTAAAACTCTCTCTCTCTCTCTTGCTCTTTCTCTCTCCCTCTGTGGAACTTTCCGAT 
CTGAGAGGTTAATTATTCGAAGGGGTTTCGAATATTTTTTAGGTGATTGATT TGATTAAAAACTATTT 
CAATGGCTGCTCCACCGGCAAGAGCTCGGGCCGATTACGATTACCTCATAAAGCTGTTATTGATCGGCGA 
CAGTGGTGTGGGTAAGAGTTGCCTTCTTTTACGTTTCTCAGATGGCTCCTTCACCACTAGTTTCATCACT 
ACCATTGGCATTGATTTTAAGATTAGAACCATTGAACTTGATGGAAAACGGTCAAACTGCAAATTTGGG 
ACACTGCTGGCCAGGAGCGGTTCCGAACAATCACAACTGCTTACTATCGGGG G CATGGGTATTTTGCT 
TGTCTATGATGTGACTGATGAATCATCTTTCAACAACATTAGGAATTGGATCGCAACATTGAACAGCAT 
GCTTCAGATAATGTCAACAAGATACTGGTAGGGAACAAGGCTGACATGGATG AA CAAAAGGGCTGTGC 
CTACATCCAAGGGCCAAGCACTTGCTGATGAGTATGGTATCAAGTTCTTTGAAACTAGTGCAAAGACAAA 
TCTAAATGTGGAGCAAGTTTTCTTTTCGATAGCAAGGGATATAAAGCAAAGTTGCAGACACAGACTCT 
AGGGCCGAGCCTACAACCATTAGGATCAATCAACCAGACCAGGCAGCTGGAGCTG TCAAGCTGCCCAAA 
AATCAGCTTGCTGTGGATCTTAAGAACACCCATTATTTGAGCAGGGACATGTCATGGAGGTCACACTGTC 
TGGAAAAGGAAAAAGAAACAGAAAAAACTAATTGTTATAACAATGTGATGGGTGCTTGTAATTTTTCCTG 
ACTCATTCTTTCCGAACTTGTTTTAGTGTGTGA 
 
>CONTIG\127 
ATTCTCTCTCTTTCTCAGCCATTTCACATCGAATGGCTCTACCAAACCAACAGACTGTGGAGTACCCAAG 
CTTCAAGCTTGTCATCGTCGGTGATGGAGGCACTGGAAAAACAACTTTTGTGAAGAGACACTTGACCGGA 
GAGTTCGAGAAGAAATATGAACCAACTATTGGTGTGGAAGTTCATCCATTGGACTTCTTCACAAATTGTG 
GGAAGATTCGGTTTTACTGTTGGGACACTGCTGGCCAAGAGAAGTTTGGTGG CTTA AGATGGATACTA 
CATTCATGGGCAGTGTGCAATTATAATGTTTGATGTTACAGCCCGGTTGACATACAAGAATGTTCCTACA 
TGGCACCGTGATCTGTGCCGGGTATGTGAGAATATTCCCATTGTTCTCTGTGGAAACAAGGTAGATGTGA 
AGAACAGGCAGGTTAAGGCAAAGCAGGTTACATTCCACAGGAAGAAGAATCTGCAATACTATGAGATATC 
CGCAAAGAGCAACTACAATTTTGAGAAACCTTTCCTGTATCTTGCCAGGAAGCTTGCTGGGGACCCTGCC 
CTCCACTTTGTGGAGTCTCCTGCTCTTGCTCCTCCTGAAGTACAAATTGACTTG CTGCACAGCAACAGC 
ACGAAGCTGAGCTTCAGCAAGCAGCCAGTCAGCCTCTTCCCGATGACGATGATGAT CATTCGAGTGAGC 
TGGAACTGTGCTGGAGGGGCTATCAGTCCTTTTGTTGTGTTCTTATATGCTGCCTTTACTTCCTTATGCC 
TTGTTAATGGTCGGCTATTGACCATAGACTATATATTAGTTAGGATTTCCTAACTATTACAGTATTT 
TTGTCCATGGTTGTGATGTTGTATGTCTGATATTTATTGCTGG 
 
>CONTIG\128 
GGCTGCCTTTCCTTGCTCAAGGGTGAGGAGTGGGTTCCGTGTATGGCCCGGCGTGAGACAACTGTGCTTC 
AGAAAAGGCCTTTTGTATGGATTCCTTCGATTCTTTTCTACACCATTAAAGACCTTGCGTGGAGCTAGTC 
GATCACTTAGAGTTAATCAATTTTGCAGTGTTGTTAACCTGTCTCCTACATTGCAAATTGAATTGGTACC 
ATGTTTGAGTGACAACTATGCATATCTTTTGCACGATGTAGATACAGGCACTTGGTGTTGTTGATCCT 
TCTGAAGCTACGCCTGTTATAGATGCTTTGAAAAGGAAAAACCGAAATTTGACATACATATTGAACACCC 
ATCATCATTATGATCACACAGGAGGAAATGAGGAGCTTAAAGAAAGGTACGGTGCAAAGGTGATTGGTTC 
AGCAATAGACAGAGATAGGATTCCTGGTATTGATATTATTTTGAATGATGGA CAAGTGGATGTTTGCA 
142 
 
 
GGCCATGAGGTGGTTGTAATGGAGACCCCTGGCCATACTCGAGGTCACATTAGCTTC ATTTTCCTGGAT 
CTGGGGTAATTTTTACTGGAGACACTTTGTTCAGCTTATCTTGCGGAAAGCTTTTT AAGGAACCCCTGA 
ACAGATGCTATCTTCCCTTAAAAAGATCACGGCTTTGCCAGATGATACAAAT TATATTGTGGTCATGAA 
TATACATTGAGCAATTCAAAGTTTGCATTGTCTATAGAACCCAAGAATGAGGCACTTAAGTCATATGCAT 
CCCATGTAGCCCATCTTCGCAGCAAGGGCTTGGCAACGATTCCAACCACACTAAAGATGGAGAAGTCTTG 
TAATCCATTCCTTCGCACATCAAGTGTGGATATCCGACGGTCCTTGAATATTGCAGACACAGCTGATGAT 
GCAGAAGCCTTGGGCATAATCCGCCAAGCAAAGGA 
 
>CONTIG\129 
GTGGATGTAAAGGACCTATTACAACATTCATTGTAGAACCTTTCATCCCACA AACGAAGAGTTCTATCT 
TAATATTGTCTCAGATCGAATTGGGAATAGCATAAGCTTTTCAGAATGCGGGGAATTGAAATTGAAGAG 
AACTGGGATAAGGTTAAGACTATATTTATCCCAACAGGAGTGTCTCTTACGTCAGAATTATGTGCTCCAC 
TTGTTGCGACACTTCCTTTGGAGATCAAAGTAGAGATTGAGGAGTTTATCAAAACAGTTTTTACACTATT 
TCAAGACCTGGACTTCACTTTCCTAGAGATGAATCCTTTTGCTTTGGTTGAT GAA GCCTTATCCTTTG 
GATATGAGAGGAGAGTTGGATGATACTGCTGCTTTCAAGAACTTTAAGAAGTGGGGCAGTATCGAATTTC 
CAATGCCATTTGGAAGAGTTATGAGTCCTTCAGAGAGCTTTATTCATGGACTA ATGAAAAGACAAGTGC 
TTCTTTGAAATTCACAGTTTTGAACCCTAAGGGACGAATTTGGACCATGGTAGCT GAGGAGGTGCAAGT 
GTTATCTATGCAGATACGGTTGGGGATCTTGGCTACGCTTCTGAGCTTGGAAAC ATGCAGAATATAGTG 
GAGCTCCCAATGAAGACGAAGTGTTGCAATATGCCAGAGTTGTACTTGATTG GT ACTGCTGATCCTGA 
TGGCCGTAAGAGAGCCCTTGTAATTGGAGGAGGAATAGCTAACTTTACTGAGTTGCTGCTACATTTAAT 
GGTATAATTCGTGCCCTGAAGGAGAAGGAATCAAAACTTAAAGCAGCAAGGGTGCACATTTACGTGAGGA 
GAGGAGGTCCTAACTACCAGAAAGGCCTGGCAAAAATGCGTGGACTTGGAGAGGAAATTGGCATCCCAAT 
TGAGGTTTATGGGCCTGAAGCAACAATGACCGGAATATGCAAACAGGCAATC AGTG ATCACTGCAGCT 
GCATAATCAACTGCTGAA 
 
>CONTIG\130 
AAAGGCAAGAGATGCGGTGCTGCGACTTGAGTTCGAGTCCAATACAAATCGGGAG TGGAATTGGAAG 
CGGAAGCGAGTCTCGATTCTGCTACCTCCCAACAACTATATCAACAAAGTCATCACCACTACTCATAAAG 
TGGTCTTTGAGAGCCTCAGCCTCAGCCTCCTCCTCCTCCTCCATGAACGATGGTT GTGACGGAAGAGG 
GTTCCTCGGCCAGCCTGAGCTTCTACGAACTCCTTGGCATACCCGAATCCGTC TTGTTCGACATCAA 
GCAGGCCTACAAGCAGCTCGCCCGAAAGTACCACCCGGATGTCTCTCCCCCGGGTCGGGTCGAAGAGTAC 
ACCAAACGGTTTATCCGGGTTCAGGAGGCCTACGAGACCTTGTCTGATCCTAC AGGAGAGCTCTCTACG 
ATACACATATGGCCAAAGGTCTCCATTTTGCTTTCTCTGCTACTCGAAGACCCAC AGCACCAGGGAAT 
GGAAGAAAAAGGTGATTGGAAGAACCGTTGGCAGGCTCAGTTATCAGAGCTA AGAAAAGAAGCATGAGC 
AAGGATGCTAGAGGGGATTTGTCTTGGGGAGCTCGAATGCGAAGGCGAAGGGAT ATGAAGTAGTAAT 
AAGCGAGTATACCATAAATAGGTTTTTCTTTCCTTCTATTCTCCCTGTATATATG TTTTCTACCTTATA 
CATGGTCAATGTTGAAATAGGAAACTAAGTTACCATTTAGCTATAATCACAT TCTGGGCAAGGAAATTC 
TTTCCAACCCCTATGCGAACTAATTACGTTGTACATGAGGTTATATATGATCTT TTTTTCTTTTTTA 
AACAAGCTCTCTTTCTTGTGGTGATTTTCTTTAGAATCTCCCATTTTTGTGGGGTTGAGATATTC 
CATTTGGTACAAAATCAATCCTCACC 
 
>CONTIG\131 
GGGGGAGAGGAGAAAACGACGACGGATCCGATGCAATTAATGATCTTTGGTGCGTTCTTATCTCGTGTC 
ATTTTCGTTCCAAATTTTCCTTAAAACCGAACTGGGGGCTGTAATCATAAATGACCGAGGGTTCATAAGA 
ATTATAAATCCCACCTGAGTGTTCTTCCCAGGAAAAGGCCTTTCACGGACTTCGCTTTCCCCATTCCCAA 
ACGTTCAGCTGCCTTGGCGTCAACAACCTCGGATAAAATTATGTCCAAATAAGATCCAGATATCAGATTG 
AAGAGAGAGAGAGAGAGAGAGAGAGAGCGAAGATGAGTGAGAGCCAGAGGTTCCAGCTGGGGACCATTGG 
GGCTTTGAGCTTGTCAGTGGTGTCGTCGGTCTCTATTGTGATTTGCAACAAGGC CTTATTAGCACGCTT 
AATTTCAGTTTTGCCACAACCTTGACAAGTTGGCATCTTCTTGTCACGTTTTGT C CTTCATGTGGCAT 
TATGTTTGAACTTGTTTGAACACAAACCTTTTGATGCAAGAGCTGTAATGGGTT T GCATACTAAATGG 
AATCTCCATTGGACTTTTAAATCTTAGCTTGGGTTTCAATTCTGTTGGTTTTTATCAGATGACAAAACTG 
GCGATCATTCCCTGTACTGTTCTTTTGGAGATTATTTTCTTTAGGAAGATATTC GTAGGAGCATCCAGT 
TTTCACTTGCCATCCTTCTTCTGGGCGTTGGGATTGCAACTGTGACTGATCTTCAACTCAATGCCCTCGG 
CTCCTTCTTGTCTTTTCTTGCAGTTATCACAACCTGCGTTGCTCAGATTATACTAATACCATCCAAAAG 
AAGTTCAAAGTATCTTCAACCCAACTTCTTTATCAGTCTTGCCCCTATCAGCAATAACTTTGTTCGTCAT 
TGGCCCATTTC 
 
143 
 
 
>CONTIG\132 
GGAACCACCAAAAACGCTGTCGTTTTTGGAGACTCTGATTTGCAAGTAACCAAACCCAGTTCAGGTTTTT 
TGGGATTTCATCTGAATCCTTTTTTTTTTGTTGGTTTTTTTTTTTTTTTTGAAAGAATAAGAATTTA 
TGGATTTACTGTTATTCTCTTTGGTATGTTCTAGATCTGTCTGAAGCAAAAAACGCTGTCGTTTTTTTGC 
AAAGCTTTGAACTTAGGCAAAAGAACAAAACTTTTTGTGTTTTCAGATCTGGGTTTGATAGTATTTCCCA 
TCCTGTTGCGTGAATTGAAACATTGGAAATGTCGATTTTACCGAAAGGGGATTCGATTCAAATCAGGGAG 
GTTTGGAATGATAATTTGGAAGAAGAGTTTTCTCTGATCCGTGAAGTGGTCATAATTATAATTTTATTG 
CTATGGACACTGAGTTTCCCGGCGTGGTTCTTCGACCTGTCGGGACTTTTAGAA ATTAATGACTATAA 
TTATCAAACTTTGAAAGACAATGTGGACATGTTGAAGTTGATCCAATTGGGTC CACTTTCTCTGATGAA 
AATGGGAATCTTCCCACTTGCGGGACTGACAAGTTTTGCATCTGGCAATTCAATT C GCGAGTTTAATA 
TAAGTGAGGATATCTTCGCCAGCGATTCAATTGAGTTGTTACACCAGTGTGG ATT ATTTCAAGAAGAA 
TAATGAGAAGGGGATCGATGTAAATCGGTTTGGTGAGCTTTTGATGTCGTCGGG ATTGTGTTGAACGAT 
GGTGTGCAATGGGTTACTTTCCATAGTGGGTATGATTTTGGGTACTTGCTTAAGCTGTTGACATGCCGGA 
GTCTGCCTGATACGCAAGCGGGGTTCTTCGATTTGATAAACATGTATTTCCCCACGGTGTATGATATCAA 
GCATTTGATGAAGTTTTGCAACAGCCTTCATGG 
 
>CONTIG\133 
ATTGCACAGCTTGGTGATGAGCTGGCATCTACCCTTGTAATAGTGATTTCAAAGAGTGGAGGCACTCCTG 
AAACTAGAAATGGTTTGTTGGAAGTACAGAAGGCTTTTCGTGAAGCTGGCCTGGAGTTTGCAAAACAGGG 
TGTTGCTATAACACAAGAAAATTCATTATTAGACAAAACTGCAAGAATTGAGGGCTGGGTAGCTAGATTC 
CCTATGTTTGACTGGGTGGGTGGTAGAACTTCTGAAATGTCTGCAGTTGGTCTGCTTCCAGCAGCACTTC 
AGGGAATTGACATAAGAGAAATGCTTGCTGGTGCATCAATAATGGATGAGGCAAATA AACTACTGTGGT 
CAGGAATAATCCTGCAGCGTTGCTAGCTTTATGCTGGTATTGGGCTTCTGATGGGATAGGATCAAAGGAT 
ATGGTTGTTCTTCCTTACAAGGACAGCCTATTATTATTTAGTCGGTATTTGCAGCAGTTGGTCATGGAAT 
CTATTGGGAAGGAGTTTGACTTGGATGGAAATCGGGTGAATCAAGGACTTACCGTA TGGAAATAAAGG 
GAGCACAGATCAGCATGCTTATATTCAACAACTGAGAGAAGGTGTGCACAATTCTTTGTGACATTCATT 
GAGGTGCTTCGTGATAGACCCCCTGGTCATGATTGGGAGCTTGAACCTGGTGTGACATGTGGCGACTACC 
TCTTTGGCATGCTACAGGGAACAAGGTCAGCTTTGTATTCTAATAACCGCGGTCTATTACAGTAACAGT 
GCAAGAAGTAACACCTAGATCCGTGGGTGCACTTATAGCACTTTATGAGCGAGCAGT GGGGATATATGC 
CTCACTTGTCAACATTAATGCTTACCACCAACCTGGTGTGGAAGCTGGCAAAAAAGCAGCAGGAGAAGTA 
TTAGCTCTTCAGAAGCGTGTTTTGACGGTACTCAATGAGGCCAGTTGTAAAGA 
 
>CONTIG\134 
AAATATTACTTATCAAAAAAAAAAAAAAGAAAAAAAATTCAGAATATGATTACCATAATGCTAAGAAAA 
CTGATAGCCACACAGAAAAATTCACGCTGTTATGTCGATTTTGCCTGTAGGGGATGAACAATCTTTTC 
CCTATTTTGAAAGGTTTAGGGTTTTCTTGGCTTCTTGGAATACACCTACTCAAA TAGAATACTCTTGT 
AACCCCAGAACCATCTCTTAGCAGAGCCTTATTTCCCACACCATGAAGAGCTTGT ATACCCATCCGTAA 
ATCAACATACTCTGTATCCACCCACCAAATTCATTATAAAACTGTGATAGTATTGATCAACAAATTGGTT 
TTCTATTATGAATGGAGAGGCACAAGTCACAATGCTGTGCACGTGGTAGGCA T CGGAAACTGACAAA 
TGTGGTAGTTGAAATTAACTTTTGACTCCCGGAATTTTCGTTCATACAATCATGTGTCAATTTGATGAGG 
TCTTTCTGGTGAGATGAAATAGTGATTTTGCTTCATATGTTTGGAAAGATGTCCCATCTGTATTTGCCAA 
CCTGGTGACAAGTGATTGGAATTGTTTCCATTAATTGTCCTCAATTTCATTT ATAATGGCATCACC 
TTTATTCGTACTTTCCCTCTTTTACAATTTGAAGTTTACCAATTATGACTTTCAAAGGGTAGAAATCCTA 
GTTTGCAATTGAATGGATATCCAGGCTGTGAATTGTTCTCAATTAGGTTTTTTTA AGTTGAATTGTACC 
ATTTATTAGTTTGATTATGTTATTATAGTATTAACCTCAACACTGCTCTCTGATTATGCATTACTGTCAA 
TTAGTGTTTGGACCCTGGTGGATTTTTTTTTTTTTGGTTGATTTTTGATGTAT TAGATGACTAG 
 
>CONTIG\135 
TGTGAATCTGAGCCAGGGACGGGTCTCGCGTGGCGACGGTGGCGGCGCTGGTGTATGC ACGCCGACAGT 
TGAGACAGCGACGGGTCTGCGATGGATTTCTCTCGTGTGTGGTGGCTTGAGCGGC GCTTGACTGGGTCT 
GCGATGGGGCAAATAGGTTATGCCATTGCTCCAATGATTGCAAAGGGAATCAT CTGGGTCCTGATCAGC 
CTGTCATTCTGCACTTGCTTGATATCGCACCGGCAGCTGAAGCCTTGAATGGGGTAAAAATGGAATTGCT 
TGATGCCGCCTTTCCTCTTCTGAAAGAGGTGCATGCTACCACGGACGTCACTGAAGCTTGTAAAGATGTC 
AATATTGCTATTATGCTTGGTGGATTCCCACGGAAGGAAGGTATGGAAAGGAAGGATATGATGTCTAAGA 
ATGTGCCTATTTACAAGGAACAGGCTTCGGCCTTGGAGGAGCATGCTGCTTCTGATTGCAAGGTGCTAGT 
TGTTGCCAACCCTGCAAACACCAATGCTCTCATCTTGAAAGAATTTGCTCCTCAATCCCAGAGAAAAAC 
ATCACGTGCCTAACACGACTTGATCATAACAGAGCATTAAGTCAAGTAGCTAGAGACTAAAGGTTTATG 
144 
 
 
TTACTGATGTCAAGAACGTAATTATCTGGGGCAATCACTCTTCAACTCAATA CGGACGTCAATCATGC 
GACTGTCACCACCACAAATGGAGAGAGACCAGTCAAAGAACTTGATACTAACG TC TTGGTTAAAAAAC 
GAGTTCATCAACACTGTACAGCAGCGTGGCGCAGCCATTATCAAGGCTCGGAAAG ATCAAGTGCATTGT 
CTGCTGCAGGTGCTGCTTGTGATCATATGCGTGATTGGGTTCTTGGGACTTCCA GGGAACGTGGGTTTC 
CATGGGAGTGTATTCTGATGGTTCTTATGGG 
 
>CONTIG\136 
TCTTTTGTGTGCCTTTCCTTTCCTCAGTTTCAGAGTAGGACCAAAAAAAGAGAGAGTTATCTATGGCGTC 
CCAGCTTATTCGTGATTGGGTAGGGATCAACACATTCGCTACTGCCACCCAGACCAA TTGCTTGAATTG 
TTGGGAAAACTTAAGCAGGAGGATGTGAGCACATTGACAATACTTGTAATGGGG AAGGTGGTGTTGGGA 
AATCCTCAACCGTAAACTCAATCATAGGGGAAAGAGCGGTGACTGTTAGTCC TTCAGTCAGAAGGACC 
AAGGCCTGTTATGGTGTCGCGTTCAAGGGCTGGATTTACTTTGAACATCATTG CACTCCCGGACTTATA 
GAAGGAGGATATGTCAATGACCAGGCACTTGAGATTATAAAACGTTTCCTTCTGAACAAGACCATTGATA 
TCCTACTCTATGTGGACCGCTTGGATGCGTATAGGGTTGATAACTTGGATAAGCAG TTGTTAAAGCCAT 
AACAGATAGTTTTGGTAAAGGAATATGGAATAGGGCTTTGGTGGTCCTTACACATGCTCAGCTCTCACCA 
CCTGATGGGCTACCTTATGAAGACTTTTACTCCAAAAGGTCTGAGGCTCTTCTAAAAGTTGTTCGTCTGG 
GTGCTGGGTTAAAAAAGCATGATAAGCAGGATTTTGCAATCCCAGTTGTTTTGGTTGAGAACAGTGGGAG 
ATGTAATAAGAATGAAAGTGATGAAAAGGTTCTTCCAAATGGGACTGCTTGGATTCCTCATTTAGTCAAA 
ACAATCACAGAAGTTGCGTTGAATGGAAGCCAGTCTATTGTTGTTGACAAGAAGCTGATTGAAGGGCCAA 
ACCCTAATGAGAGAGGGAAGTTCTTAATTCCACTTATTTTTGCCCTCCAATATTTC TTGTCATTAAACC 
AATCGAACGTGCCATCAAGAATGATATTGCAAAGGA 
 
>CONTIG\137 
TAGCGATCAAAGTGATAAACAAGGAGCAAGTGAGGAAGAAAGAAGGTATGATGG GC AATCAAGCGTGA 
GATCTCAGTGATGCGCCTAGTTCGCCACCCCAACGTGGTGGAGCTCAAGGAAGTGTTAGCCACAAAAACC 
AAGATTTTCTTCGTCATGGAGTACGTTAAAGGAGGCGAGCTCTTCGCCAAAGTAGCCAAAGGAAAGCTCA 
AAGAAGATTCAGCTCGCAAATACTTCCAACAGTTGATCAGCGCCGTTGATTTC TCACAGTAGAGGCGT 
GTCACATCGAGACCTCAAGCCAGAAAACCTCTTACTCGACGAGAACGAGAAC TTAAAGTCTCCGACTTT 
GGTCTCTCCGCTTTGCCTGAACAGCTACGAAACGACGGTCTTTTGCACACTCAGTGTGGGACCCCTGCTT 
ACGTGGCACCGGAGGTTTTGAGGAGAAAAGGGTACGATGGATCGAAGGCTGAC TTTG TCATGTGGGGT 
CGTTCTCTATGTGTTGCTCGCTGGGTTTCTTCCTTTTCAAGATGAGAATTTTGAAAATGTATTCCAAG 
ATTTTCAAAGCTGAGTACGCGTTTCCACCGTGGTTTTCGTTCGATTCCAGGCGATT ATTTCGAAACTCC 
TTGTTACGGACCCAGATAGGAGGATCTCGATCCCAGCTATAATGCGTGTCCT GTTTCGCAAAGGGTT 
TCCGATCAAAGAAACTGTGATTCATAATGATCAGACTCAATTAGATGCTGAGAAG TCAAGGTCGAGATC 
GAGGAGATTGAAGAGGAACCCAATACGCCCAAGTTTTTCAACGCGTTCGAGTTCATTTCCTCGATGTCTT 
CCGGGTTTGACTTGTCGAGTTTGTTCGAGAACAAGAGGAAGGTGGGGTCTATGTTCACCTCGAGATGTAC 
AGCCAAAGCAATCGTATCGAAGATCGAGGCGGTGGCGAAGGGGCTGAGTTATAAG GTGTAAAGTGAAG 
GATTTCAAGGTGAAAATGGAGGGCAAATTGGAAGGGCGTAAAGGGAAACTAGCTGTTATGGCAGAGGTGT 
TCGAGGTTGCCCCTGAGGTTGCCATTGTTGAATTCTCGAAGTCTTCTGGTGACACT TGGAATATGCTGA 
GTTTTGTGAGCATGATGTTAGGCCTGCACTGAAAGACATTGTGTGGACTTGGCAAG TGACACTATCTGT 
GACGCTAATTAGTTTTTTACTTTCTGTTTGTTACATACTCGATCAATACAATAGCACCCATGAAAAACA 
AAGAAGAAACAAATAGAAGGACAAGAAAAAAACACAAGCAACTTTTTTGTTTTTCATCTTAGGTTTTGTT 
TTGTTTTGTTTTCAATTTGTTGTTTTGAAAGGCAAAAAAATAGTATGATTTTAAATAGTTTGTGGTAAC 
TAAATTAGAGTATGTGATACAAGTCAAGGAGAAAAATGACAAGGTTTTTCTAC C TTT 
 
>CONTIG\138 
CTATAGCACTTAGTTAAACCAAAAAATGGCCAGGATTGCCTTTGGTCGATTTGATGACTCGTTTAGTTTG 
GGCTCATTCAAGGCCTATCTTGCTGAGTTCATCTCAACCTTGCTCTTTGTTTTT C GGTGTTGGTTCGG 
CTATAGCATACAATAAGTTGACATCCAATGCGGCACTTGATCCAGAGGGGCTAGTA CATTGCTATCTG 
CCATGGCTTTGCTCTCTTTGTTGCAGTCTCAGTTGGTGCCAACATCTCAGGTGGCCATGTTAACCCTGCC 
GTCACCTTTGGATTGGCACTTGGTGGCCAAATCACAGTCCTTACTGGTATCTTC CTGGATTGCTCAAC 
TTCTTGGCTCCATTGTAGCATGTTTCCTTCTCAAGGCAGTCACTGGAGGCTTG CAATTCCCATCCACAG 
CCTCGCTGTCGGAGTTGGAGCCGTTGAAGGAGTGGTGATGGAGATTATCATTACC TTGCTTTGGTTTAC 
ACAGTCTATGCAACAGCAGCTGACCCCAAGAAGGGTTCACTAGGCACAATTGCACCCATTGCCATTGGTT 
TCATTGTTGGTGCAAACATCTTGGCTGCCGGCCCATTCTCCGGTGGATCAAT A CCGGCTCGCTCCTT 
TGGGCCGGCTGTGGCTAGCGGTGACTTCCATGACAACTGGATCTACTGGGTTGGACCCCTAATTGGTGGT 
GGCTTAGCTGGGCTTGTCTATGGCAATGTGTTCATGCACCATGAACATGCAC TCTGTCCAATGAGTATT 
145 
 
 
GATTTGATTGAAAAATTGTTGTGTTCTTTTGTCCGTATGTCTTTGTAATAAGGAGAGGAGAAGCAATTT 
TTTGCTCTTCTTTCCTTTTACTTAATTTTTTCTTAATTTATATTAGTTTCATCTTCTATTATCCTTGTAA 
AATTTGTTTGATTCAGTTGTTGAGATCGTTCGTTGCTTTATGAAAATGGATGAAG TGGTGATGTGCAGC 
CAACC 
 
>CONTIG\139 
ATATGGCCGAGGCACATGCTGCTCCTAATGCTGAGTTATTGGAATGGCCTAA AAGGACAAGCGTAGATT 
CCTTCATGTTGTGTACCGTGTTGGTGATCTTGATCGTACCATCAAGTTTTATAC G ATGTTTTGGGATG 
AAGTTGCTGAGGAAAAGAGACATTCCTGAAGAGAAATACTCCAATGCCTTTCTTGGTTTTGGCTCAGAAG 
AGACTAATTTTGTTGTGGAGTTGACATACAATTATGGTGTGTCTTCATATGATAT GAACTGGTTTTGG 
TCATTTTGCTATTTCAACTCCAGATGTTTACAAATTGGTTGAAGACATCCGGG AAGAGTGGTGTTATC 
ACTAGAGAGCCTGGTCCTGTTAAAGGTGGACAATCTATTATTGCCTTTGTGAAG ATCCTGATGGTTATA 
TTTTTGAGCTTATCCAAAGAGGTCCAACTCCTGAGCCACTCTGTCAAGTAATGCTTCGTGTTGGCGATTT 
GGATCGCTCAATCAAGTTTTATGAACGGGCCTTAGGAATGAGGGTAGTGAAG AG TTGATAAACCTGAG 
TACAAGTACACCTTAGCCATGCTGGGTTATGCAGAGGAACATGAGACAACTTTCTTGAGTTGACATACA 
ATTATGGTGTGACTGAATATACCAAGGGGGATGCATATGCACAGATTGCTAT G ACTGATGATGTATA 
CAAAAGTGCTGAGGTTGTCAGCC 
 
>CONTIG\140 
TGTTCTCTTCCTCTCGGGCATGGTTGCAATGAAAATGCTGAGAACGCTTTACCGTG CATCTCCAAGTAT 
AATGACCTTGAGACCCAAGAAGAGGCTCAAGAAGAGACAGGATGGAAGCTTGTCCATGGGGATGTCTTTA 
GGCCCCCAAATAATCCAGAACTGCTGTGTGTCTATGTTGGAACTGGTGTTCA T TTGGGATGATACT 
GGTAACTATGATCTTTGCCATCCTTGGATTCCTCTCCCCTTCGAACCGGGGTG TCTCATGACAGCCATG 
CTCTTGCTTTGGGTCTTCATGGGACTTTTTGCTGGTTATGCATCAGCCCGTTTGTATAAGATGTTTAAAG 
GAGCAGAATGGAAGAAAATTGCTTTCAGGACTGCAATCATGTTCCCAGCAACTGT TCTGCCATTTTCTT 
TGTCTTAAATGCCCTCATATGGGGACAGAAGTCATCTGGGGCTGTGCCATTGT CCATGTTTGCTCTG 
GTATTCTTATGGTTTGGGATTTCAGTCCCACTTGTATTTGTGGGTGGCTATTTGGGTTCAGAAAACCAG 
CAATTGAGGATCCTGTGAAGACAAATAAAATCCCAAGGCAGATTCCTGAGCAGGCCTGGTATATGAACCC 
AATCTTTTCGATTCTGATTGGAGGAATACTCCCATTTGGAGCTGTTTTCATC 
 
>CONTIG\141 
ATATAAAACCCAAACTCTACGTTTCCCCAATTCTGTACACAGCCCCAGCTATTCTC ACAATTCCAAATT 
CAATACCTTTCTCTGTGTCTTTCTTTCTATCAAAGTTGCTAGCTTTTTCTAAAA GGAAGCCTCTTCTAC 
TACTTCTTCATCTGATTCTTCCTCTTCAGACTCATCTTTATCTAGCAAAACCC AGAAATCACAATAGG 
CCTGAGAAGATCAAAGGTCCTTGGAGTGCTGAGGAAGATAGGATTTTGACTCG TTGGTTGAACGATATG 
GGGCTCGGAACTGGTCTGTGATAAGCCGATACATAAAGGGCCGGTCTGGCAAGTCGTGTAGGCTTAGGTG 
GTGTAACCAGCTGAGCCCAAACGTGCAGCACAGACCCTTTTCTCCAGCTGAGGA GAGACCATCTTGGCT 
GCTCATGCTCAATATGGTAACAGGTGGGCCACCATTGCTCGATTGCTCCCTG GGACCGATAATGCTG 
TGAAAAACCACTGGAACTCCACACTTAAGAGAAGGGTCAAGGATCAACAAATG T G AGGTGGGGGTTG 
TAGTATTAGTACTAATAGTTTGATTAATAACGAGGGTTTTGCCTCAGGATCTTTGCATTGCAATAATGGT 
TTTGATGAAGATGAGCAATTTACGGCTTTGACACTTGCGCCGCCGGGGATTT G GGCGGCGGCGGTG 
GTGGTGGTGGTGGGAATGGTGGCGTGGCGGAGCGGAGGTCGGAGAGTTTGCC CGGGATTTTGGGATGT 
TATGAGGGATGTGATTGCTAGAGAGGTTAGAG 
 
>CONTIG\142 
TGGCTATGGTGGCAAAGATCTCTACAACTTATTAGGAGGAGGAGGGAGTTGAGC ATGACTTTGGCCTA 
GCAAAAGAAGATGAACAAACAGGCTCTTTTGATTTTCTAGAGAGCCAAACAG GCTGTCTCTATGGAG 
ATTACAATTCCTCACCTCCTGATTCAATGGTACCTAACCTACACCATGAAGT TTGCAGCACTCCAATCC 
ATCCTTAAACTCCACCGATGCTACTATGCTTACTCCTTATGAATCACAACAAGGTGATAATTCAACAGCC 
ATGTCTACTCGTCCCAAGAGACGCCGAGCTAAGAGTAGAAAAAACAAAGAAG G TTGAGAACCAAAGAA 
TGACTCACATTGCAGTTGAGAGAAACCGAAGAAAGCAGATGAATGAGTATCTCTC GTGCTTCGTTCTTT 
AATGCCAGACTCCTACGTCCAAAGGGGTGACCAAGCATCTATTATAGGGGGGCTATTAATTTTGTTAAG 
GAGCTTGAGCAACGCTTACAATTTCTTGGTGCTAGTAAAGAAATGGAGTCAAAATC GAGGCTGATACTT 
TACCTTTCTCTGAGTTCTTCACCTTTCCGCAATACTCAACAAGTTCGAGTCACT GATAACTCTATGGC 
CATGAGTGAGACTGATACTCATCAAGTAGGTGTGGCTCAGTTGGCCATTGCTG CATAGAAGTAACCATG 
GTGGAAAGCCATGCAAACCTCAAAATAAGATCGAAAAGGCGGCCAAAGCTGCTCTTGAAGGTTGTCTCTG 
GGTTACATGGTATGCGCCTCACAGTGCTTCACCTCAATGTCACAACCTTTGAAGAAAGTTGTGCTCTATT 
146 
 
 
CTCTCAGTGTCAAGGTGGAGGATGAATGTAAGCTGAGTTCAGTGGATGAGATTGCCACAGCTGTCCATCA 
GATGCTAGGTAGGATTCAAGAAGAGCCATTGTTGAATTGAAAAACTTGCTCTAATTGGCTCTGTTTAATT 
TACCTTGATAGAGCAAATGTGGGAATTTTCTCTGCTTTTAGGTTGTATCAAAT T TTTTCTTCCACTTC 
TTATTTCTTTCATCTTTCCCTTCTCTTCAAACTTTGATTGCCGCTCTCCCTTTTTCTTTATTTTTTATT 
TTTGGTTTTCTTTCTCTCTTTATTTATTTTTAA 
 
>CONTIG\143 
AACGATCTCTCTCTAGAGTCTAAATATGGCCTTTTCTTCTAATGGGTTCTCTA G TTGTATTGGTTTGT 
CTAGTGGTAATTAGCTCTTTATCAGTTGCCACTTGTGCTGGTAACTTCTACCAAGA TTTGACATAACGT 
GGGGTGGTAAGCGTGCCAAGATATTCAGAGCAGGACAGCTTTTGTCTCTGTCTCTAGACCCAGTTTCTGG 
TTCTGGCTTCCAGTCCAAGAAAGAATACCTATTTGGGAGGATTGATATGCAGC CA ACTTGTTGCTGGC 
AACTCTGCTGGCACTGTAACTGCCTACTATTTGTCTTCTCAGGGGCCAACTCATGATGAAATTGACTTCG 
AGTTCTTGGGAAACCTTAGTGGTGACCCTTATATACTACACACCAATGTGTTCACTCAGGGCAAGGGTAA 
CAGGGAGCAACAGTTCTATCTCTGGTTCGATCCCACAAGAAATTTTCACACTTATTC GTCATCTGGAAG 
CCCCAACACATAATTTTCTTGGTTGATAACACTCCCATAAGAGTATTCAAGAATGCTGAATCGATTGGTG 
TTCCTTTCCCTAAGAGCCAACCTATGAAGATATACTCTAGCCTATGGAACGCTG AATTGGGCAACAAG 
AGGAGGATTGGTGAAAACTGATTGGTCTAAGGCACCCTTTACAGCTTACTACGGA CTTCAAGGTTACG 
GCTTCCACTTCTACTAGTGCTTCCTCCGATTCTACATGGCAAACCAATGAGCT TGCCCATGGCAGAA 
GAAGACTGAGATGGGTTCAGAAATACTTCATGATTTACAACTACTGCAGTGATTTAAAACGCTTCCCTGG 
AGGTCTTCCATCTGAGTGCAAACGGTCAAGATTTCTCTAAATAGATCACTCTTCTGGTAGAATTTTGAA 
TGGAGTCTGT 
 
>CONTIG\144 
GTGCCTGTTTCCGGTGATATCACAATCACCAATGCTCCCAGCACGCCCCCACG AA CCAATTGATCCAG 
AGAGTGTGAACCAACTCCTTGCCCACATTAAGCTCCTCTTACGCCGCAAGACAGCT CGCTTGCAGCCCT 
CGATGCTGGCCTCTACTCCGAGGCCATCCGCCACTTCACCAAGATTGTTGATG C CCGTGGTGCCCCA 
CAAGGGTTCTTAGCTGAATGCTACATGCACCGAGCCTCAGCATACAGAGCAGCTG T GAATTGCTGAGT 
CTATAGCTGATTGTAATAGGACTTTGGCATTAGACCCAGCTTGCATTCAAGC TT ATACAAGAGCATC 
TCTATTAGAAACAATTCGATGCTTGCCAGATTGTTTGCATGATTTAGAACATCTTA GCTTTTGTACAAT 
TCAATTTTGAGGGATAGGAAGCTTCCAGGGCCAGCTTGGAAGAGACGCAACGT AGGTACAGAGAGATTC 
CTGGGAAGCTGTGTGCACTCACTACAAAGATTCAAGAACTTAAGCAAAGAGTTGCTTCTGGGGAGACTGG 
GAATGTGGATTATCATGCATTAATTGGTTTGAGACGTGGGTGTTCAAGGTCTGAGTTAGAGAGAGCACAT 
TTGTTGCTGTGTTTGAAGCACAAGCCAGATAAAGCCACAAACTTTATTGAAGGTGTGAACTTGCTAATG 
ATGGTGATCTTGATTCAGTTAAAGACCGATCAAAGATGTCTGCTTTGTTGCA ACAGATTGCTCCAAAA 
GGGTTACACCAGTGTAATGTCTACCATTATGGATGAGGAAGCAGCTGAAAAGCA GAAAGAAAACCGCA 
GCTGCATTACAAGTAGCACAAGCACAAGTAGCTGTGGCAATCCAAGTCCAGCAAG CCAAGAGTCAAAAT 
TGGAATCAGAAAAGAATAATTCAGTTTTCCAAGGGG 
 
>CONTIG\145 
ACCAAAATGGCTAGAGGATTGAAGAAGCATTTGAAGAGGCTCAATGCCCCAAAG ATTGGATGCTTGACA 
AACTTGGTGGTGCATTTGCTCCCAAGCCTTCATCTGGACCTCACAAATCTAGGGAGTGCCTGCCATTGAT 
CCTTATCTTGCGAAACAGGTTGAAGTATGCTCTCACATACCGTGAGGTCATTTCCAT TTGATGCAACGA 
CATGTTCTGGTTGATGGGAAGGTCAGGACAGATAAGACCTATCCTGCAGGTT TGGATGTTGTATCAA 
TCCCCAAAACAAATGAGAATTTCCGTCTCCTTTATGACACCAAGGGTCGGTTC TCTCCACTCAATCAG 
GGATGAAGAGGCAAAGTTTAAGCTCTGCAAAGTCCGGTCTGTGCAGTTTGGGCAGAA GGAATCCCATAC 
CTCAACACCCATGATGGGCGAACCATCCGCTACCCAGACCCTCTAATCAAGGCCA T ACACCATCAAGC 
TGGACTTGGAGAGCGGCAAGATCACTGATTTCATCAAATTTGATGTTGGGAATGTA TCATGGTGACTGG 
TGGAAGAAACAGAGGCCGTGTTGGAGTCATCAAGAACAGGGAGAAGCATAAGGGAACCTTTGAGACTGTC 
CACATCCAGGATGCCACAGGGCATGAATTTGCCACCCGTTTGGGAAATGTGTACACCATTGGCAAGGGGA 
CAAAGCCGTGGGTTTCTCTCCCTAAGGGCAAGGGAATAAAGCTGACAATCATTGAAG GGCCAAGAAGAG 
GCTTGCAGCTCAAGGGGCAGCCACAGCTTAAATGAACATGGTGAAAATAACCTTC ACTTATCTGATGG 
TTATTTGTTTTTGTAGCTCTGACCTTTTAGTTCCTTAAATTATGTTCCATTTTT TG 
 
>CONTIG\146 
GAAGGTTGGTCCTTCAGTGGGGCATTGCAGAGTAGGGAGTGTCCTTTCTCAGAGG TTCCGGGGTCTG 
GTTGTCAAAGCTGCAACCGTGGTTGCTCCCAAGTACACTTCGATTAAGCCTTG GTGATAGAGTGTTGG 
TCAAGATCAAAACTGCAGAAGAAAAGACTGATGGTGGAATTTTACTTCCAACAA TGCTCAAACAAAGCC 
147 
 
 
TCAAGGAGGTGAGGTGGTTGCTATAGGAGAGGGGAAGACGGTTGGGAAGAGCAA GTG ACATCAGTGTG 
AAGACTGGCACCCAAGTTGTGTATTCCAAGTATGCTGGGACTGAGCTGGACTTCAATGGTTCAAAGCATC 
TTATATTGAAGGATGATGATATAGTTGGTATTCTTGAAACGGATGATGTCAGGATCTCAAGCCCCTGAA 
TGATAGAGTATTAATTAAGGTTGCTGAGGCTGAGCAAAAGACAGCTGGAGGT T TTGCTGACAGAGGCA 
GCAAAGGAGAAGCCTTCTATTGGGACGGTGATTGCAGTTGGACCAGGTCCTCTGGATGAAGAAGGCAACA 
GGAAACCATTATCCCTCACCCAAGGGAGCACAGTCATGTTCTCCAAGTATGCT GGAATGACTTCAAGGG 
CAAAGATGGTTTTGATTATATTGCTTTGAGGGCTTCAGATGTTATGGCCGTTCTTTCTTAGTTGGTTGGT 
TTTATATGCTTAATTTGTATTTTGAGAAATTTTTGGCAAAAGTACCTCTAGATATATGGATTTTGGAATG 
TATTAGCACTTTTGGGAGTGTTGATTGC 
 
>CONTIG\147 
TTGGAAACAAGAGAGTTTCAAAGATGAGTAAGCTTCAGAGTGACACTCTAAGAGAGGCTATCTCCACTCT 
TTTTGCTGGATCCAGAGATAAGAAGAGAAATTTCACTGAGACCATTGAACTAC GA TGGATTGAAAAAT 
TATGATCCCCAGAAGGATAAGCGTTTCAGTGGTTCTGTTAAGTTGCCACACATCCCTCGCCCAAAGATGA 
AGGTTTGCATGCTTGGTGATGCTCAGCATGTTGAAGAGGCTGAGAAGATGGGTTTA ATTATATGGATGT 
TGAAGCATTGAAGAAGCTTAACAAAAACAAGAAATTGGTCAAGAAACTTGCCAAAAAATACCATGCGTTT 
TTGGCTTCAGAATCTGTCATTAAGCTGATCCCCCGTCTTTTGGGCCCTGGTCTCAACAAGGCAGGAAAGT 
TTCCAACTCTTGTCACACATCAAGAATCCATCGATTCTAAAGTTAATGAGACAAAGGCTATGGTTAAGTT 
CCAACTGAAAAAGGTGCTTTGCATGGGAGTTGCAGTGGGCAACGTTGCTATGGAAG GAAGCAGGTCTTC 
CAAAATGTTCAAATGAGTGTTAATTTCCTCGTTTCACTGTTGAAGAAGAACTGGCAAAATGTGAGGAGCT 
TGTCGCTGAAGACTACCATGGGGAGGCCAGTGCGCGTATACTAAAATCTTTTGG AAGGGAATTTTGTAG 
GCGAGCTGTAATTCTTATAAGGGTGCTTTGAATGGTCAAGTTTTCTTGTTGG TGGCTATTTTACCTTTT 
TACTGTTCTCTGAATTCTTAGATGTCATGGCCCTAGAATTGTTTGGGAATGTTTG TCGAGGGTTGAACC 
AAGTTTTCATTTTCACTTGCCCTATAA 
 
>CONTIG\148 
TGCACCCTCCTTTAGCAACAATAATTAGCATCTAGCAAGAGAAAAAAACTTC AAGAAACAAAACTAA 
CAAAATTGAGAGAGAAAGAAAGGGAGAGAAAATCAGATTAAGGGTGAGAAGAATATTGAGAGAAAGAGCG 
TGACAAATACAGTATGATTAATTTCGAAGAGACGGAATTACGACTAGGACTTCCCGGAGGAGGTGGTAAC 
GATGGCGAGGCGGCGAAGAACAACGGGAAGAGAGGATTTTTGGAAACCGTTG TTTGAAGCTTAACCTAT 
CATCAAAGGATTCCGGGAAGAATATTGAAGCTGAGAAGATGAAGGAGAAGACTAGT TTGTTACACCTCG 
TTCTAATGATCCTGCAAAGCCCCCATCCAAGGCACAAGTTGTGGGTTGGCCACCC T CGATCATTCCGA 
AAGAACATCGTGTCCGTCCAGAAGAACAGTAACGATGAAACCGAAAAGGCTGCA AGTGCAGCCTTTG 
TTAAGGTTAGCATGGATGGTGCACCATATTTACGTAAGGTGGACTTGAAGTTGTACAAGAGCTACAAGGA 
CCTCTCTGAAGCCTTAGGCAAAATGTTCAGTTCCTTTACCATTGGTAATTTATGGGTCACAAGGAATGAA 
AAGATTTTCATGAACGAGAGCAAATTGATAGACCTTTTGAATGATTCTGAGA T CCAACTTACGAAG 
ACAAGGATGGGAGATTGGATGCTTGTAGGCGATGTGCCATGGGAGATGTTTGTTGA CCATGCAAGCGT 
TTACGGATAATGAAAGGATCTGAAGCAATAGGACTCGCACCAAGAGCGGTGGAGAAATGCAAGAACAGAA 
GCTGAAGTGGGTTTTGTCAGAGCTGTGTCTATGATCAAAAGAAGACAGACCGCTTAAGAGGAAAGCTGC 
AAGAGAGAGCACAAAGTC 
 
>CONTIG\149 
CAGAGACTGAGAGAGAGAGTGAGTGAAGCTTTTGCTTTGGTCGAGAAACACAAAAAAAATGGCTTCTTGT 
TCAGCCGCCTCCGCCACTCTCTTATCCTCAACACCAAAGGCTCTCTCTTCTAC AACCCCATCTCTCAAA 
CCCTAACCATTCCCAAATCCTTCAATGGCCTCCGCAAACCCCTCAAATCCCAACCCTCTCGCTCCATTTC 
TCTCACTTCTCGCTCTCACTCGCGACGCACCACCAGCTTCGTCGTCAAGGCCTCT TGTCTAACGAACTT 
CCACTGGTTGGAAATATCGCACCAGATTTCGAGGCGGAGGCTGTTTTTGATCAGGAGTTCATCAAGGTTA 
AACTCTCTGAATACATTGGGAAGAAATATGTGATTCTCTTTTTCTACCCATTGG CTTCACATTTGTTTG 
TCCCACAGAGATCACTGCTTTCAGTGATCGCCATGCAGAATTTGAGCAGCTAAATA AGAAATATTGGGT 
GTTTCAGTAGACAGTGTGTTCTCGCACCTTGCATGGGTACAAACAGACAGAAA TCTGGTGGGCTTGGTG 
ATCTGAAGTACCCCCTGATTTCTGATGTCACCAAATCAATCTCAAAATCCTTGGTGTGCTAATCCCAGA 
TCAGGGCATTGCATTGAGGGGACTTTTTATTATTGACAAGGAAGGAGTTATACAACACTCCACCATTAAC 
AATCTTGCCATTGGGCGGAGTGTTGATGAGACGAAGAGAACACTCCAGGCTTTGCAGTATGTGCAGGACA 
ACCCAGATGAAGTTTGCCCTGCTGGATGGAAGCCTGGGGAGAAATCCATGAAGCCA CCCCAAGCTCAG 
CAAAGAGTACTTCTCAGCAATATAGAGTGGGACGATCGGGTCTCTACCATCATGACC CAGTTGCATGTT 
TATTTAAATTAGTGAGGTGTAATCGAGTTTTGTTTTTCATGTAATG 
 
148 
 
 
>CONTIG\150 
TTTTTGCAGTTCCTTTGATCTCGATCGAAAATGGGGAAAGAACCAGTTCGCTCGTTACTGGAGCTG 
CAGGACAAATCGGATATGCTCTTGTGCCCATGATTGCTAGGGGAGTGATGTTG G CCTGACCAGCCCGT 
GATTCTGCACATGCTCGATATCCCACCTGCTGCAGAGGCATTGAATGGGGTGAAAATGGAGTTGGTGGAT 
GCTGCATTCCCCCTTCTTAAAGGTGTTGTTGCTACAACTGATGTTGTTGAGG TGCACTGGGGTCAACA 
TTGCAATCATGGTTGGTGGGTTCCCAAGGAAAGAAGGCATGGAAAGGAAAGC TG TGTCTAAAAATGT 
TTCGATTTATAAGTCTCAGGCTTCTGCCCTTGAACAGCATGCAGCTGCAAACTGC GGTTTTGGTTGTT 
GCCAACCCCGCAAACACCAATGCATTGATCTTGAAGGAGTTTGCACCATCTT CCTGAGAAAAACATTA 
CTTGTTTGACAAGACTGGATCATAACAGAGCTTTGGGCCAGATTTCTGAGAGACTGAATGTCCAGGTTTC 
TGACGTCAAGAATGCTATTATCTGGGGAAATCATTCATCGACCCAGTACCCTGATGTTAACCATGCAACT 
GTGAAAACACCATCAGGAGAGAAGCCTGTCCGCGAGCTTGTTGCTGATGATGCTTGG TGCATGGAGAAT 
TCATAGCCACTGTCCAACAGCGTGGTGCTGCAATCATCAAAGCTAGAAAGCTATCTAGTGCATTGTCTGC 
TGCCAGCTCTGCTTGTGACCACATACGTGATTGGGTCCTTGGAACCCCAGAGGG ACTTGGGTTTCCATG 
GGGGTATACTCTGATGGTTCATACAATGTACCATCTGGACTCATTTATTCATCC TGTCACTTGTCGCA 
ATGGAGAGTGGACGATAGTTCAAGGACTTTCAATTGATGAGCTCTCAAGGAAGAAGTTGGACTTGACAGC 
AGAGGAGCTCACCGAGGAGAAAGCCTTGGCTTATTCATGCCTCTCTTGAATGC CTTGTTCTTTATCTAA 
TGTGATAGTATGTCTGGCTCTTTCTGGTGTGTCAATAGAAGTAGCTACAGTTTTGAATAATGCCATTGTT 
AAAGATTTAGGGGAACTGTTAATGATGGAGAAGCTGCTTCTATGGATTTATAT GCAGCTTTCATTTT 
TACAAGAATGTTTGAATTCATAATGGTTATCTTCGTTATAAATATG 
 
>CONTIG\151 
GCGAAACTCTCTATGTTTTCTTTAGCAAACCTTCTCTTTGCTCTAATAATCTTCCAATGTGTAATTTCTC 
AAAGCAAGCTTGTTACGGATTCACCACTATATACTGATTCGCGGTGGATTGTGGAC GAGAAGGGAGACG 
AGTGAAGTTAGCATGTGTGAATTGGCCATCACATATCGATGCCGTTTTGGCGAAGGCCTTAGCAAGCAA 
CCTTTGGACGCAATCTCCAAGAGGATTGTGTCAATGGGATTCAACTGTGTTAGGTT ACTTGGCCAACTT 
TCTTGTTCACAAGCGACTCGCTAGGTGCTGTTACTGTAAGACAGTCCTTTCAAAATCTAAATCTATCTCA 
AGCTCTTGCTGGCATCCTGGATAACAACCCATTTATCATTGATCTTCCACTG AAAGCTTTTCAGGCA 
GTGGTGAATAACCTTGGGGCCAACCATTTGATGGCCATACTGGACAATCACAT AGCAAGCCCGGTTGGT 
GTTGCAGCCTTAATGATGGCAATGGCTTTTTCGGTGATGAGTATTTCAATGTAG CATCTGGCTTAAGGG 
ACTAAGTCGAGTAGCTGCCATGTTTAGAGGAGTTCCCAATGTGGTAGGCATGA CTTAAGGAATGAGCTC 
CGAGGCTCCAGACAAAATGTAGATGATTGGTTTAGATACATGCAGCAAGGAGCAGAGACAGTGCACGCAG 
CAAATCCAGACGTTCTTGTCATTCTCTCTGGCTTGAGTTACGACATGGACTTCTTTCCTTGGAAATAG 
ATCAGTGAATCTCTCATTCAATAACAAACTAGTATTTGAGGCACACAGGTAAA TTTCAAATACAGCT 
ACATGGGCAGACCATAGTGCGAACGAAGCTTGTAGAATTACCCAAGATGACTGACGAGCAAGTCAGGAT 
TTTTGTTGGACAAGGGTTTTCCATTATTTGTGAGTGAATTTGGGATAGACGA AGT CGAACGATGCCAC 
TGACGAAAGCTTCCTGAATTGCTTCTTGAGTTATGCAGCTGAGCATGACTTTGATTGGGCCATTTGGGCA 
CTCACTGGGAGTTACTACATTATACAAGGAAAAACTAATACGGAGGAGACCTACGGGCTACTTAATTTTG 
ATTGGAGTGATGTTCGAAATCCAAGACTTTTGCAGAGGATATCCACAATTCAATCTCCCATTAAAGGG 
 
>CONTIG\152 
TGAAAGAGGCACAACACATCAACAAATCTTTGTCAGCTTTGGGTGACGTGATAGCTTCCCTTGCACAAAA 
GAATCCGCATGTTCCTTATAGAAATAGCAAACTTACACAACTGCTCCAAGATTC CTTGGAGGGCAGGCC 
AAGACGCTGATGTTTGTTCACATAAGCCCTGAGCCTGATGCTATTGGAGAATCA TC GTACACTTAAAT 
TTGCAGAGCGAGTTGCCACTGTTGAACTTGGTGCTGCCAAAGTAAACAAAGTGGC CAGATGTCAAGGA 
GCTCAAAGAACAGATTGCAAGTCTGAAGGCTGCATTGGCAAGGAAAGAGGGGGA CC GAGCATATTCAA 
ACTTCCATATCTGGAAGCTCTGAAAAATACAGGACAAAAGCTAGTGAGATATCACCTTTTCAATCTAAAC 
AGAAGGATGCAGGTTTATTCGGAGACCACAATAGCTGTCGGCAACCAATGGGTG TAGGCAATATAGA 
GCTTCATAGCAATTCTACCTCGAGGCAAAAGACGCAAAGCTTTGATCTTGATGAGCTATTAGCAAATTCG 
CCTCCCTGGCCTCCAGTGAATGGTCATGGCCAGAACTACAGGGAGGATGATAGAGAAATGGGCTCGGGTG 
AGTGGGTTGATAAGGTCATGGTAAACAAGCATGATGTACGCAGAGTTGAGAACCCTTTAGGAAGTTGGGC 
AGCAGATAATGGGGACTTATCTGATGTATTTTACCAGAAATATCTCCCTGATT TCCAAAATTTATCCA 
GATCAATCCTATAATATGTTTATGGGAAGCAACCAGTTCAATGTCACAAGTCGA GAAATGGATGATC 
TTGATGCTGCCACCAGTGATTCTTCAGAACCAGATTTGCTTTGGCAGTTCAATCATTCAAAGCTTACCAG 
CATGACCAATGGAATTAGTGCAAAAACCAGGAAACCCAATTCAAAGCCAGCAAAGA CCAGAGCTAAGC 
AAGAATACCAATGCTTCTCTTGGCCCTTCACCTTCAAGGAAATTAGCAAATGGGTAGGCAATGTGCAGC 
GGAATGGGAGGCAGCCAGCTCCAACTGATATGAAACGCAGAGCTGGGAATAGAAA TAGAAATGTACTTA 
CACGTTGAGAGGGTGATTTTTTTATTTTTATTTTTTAATTTCTTTGAATTTG GAGAGGGAGAGAGAG 
149 
 
 
GTTTTACTATATTCTTCATTTTTATTTTTTTGTTGTA 
 
>CONTIG\153 
CTCTCTTTCTTGGGTTTTCTTAGATCGAGAAGTGTCAAACTTACAGATCCACT TT TTCTCTTTGTTCA 
GTTTTTGGAGTAGATAAGGTTGCTGTTTGGAAAAGGAAAATCTGAGCAGGAAGC ATTTTGAAGCGGATC 
CATCGCCTTGGATTTGGCTGTATATTTAGTACTTAGAGAGAAGAGTCAGATC AGGCAATGGCTATGTC 
TTTCACTGGCACCCAACAAAAATGCAAGGTCTGTGAGAAAACAGTTTATCCAGTAGAGCAGCTATCTGCT 
GATGGGGTTGTTTACCACAAGTCTTGCTTCAAGTGCTCCCACTGCAAAGGGACCCTAAAGCTCAGTAACT 
ATTCTTCAATGGAAGGTGTTCTGTACTGTAAGCCTCACTTTGAGCAGCTCTTCAAGGAGACTGGTAGTTT 
CAACAAGAATTTTCAGTCACCTGCAAAGTCAGCTGAGAAGTTATCTCCAGAG TGACTAGGTCACCTAGC 
AAGGCTGCGAGCATGTTTTCTGGGACACAAGAAAAATGTGCTACTTGTGGCAAAACTGCTTACCCACTTG 
AGAAGGTGACAGTGGAGAGCCAGGCCTATCACAAGTCATGTTTCAAGTGCTCTCATGGTGGTTGTCCTAT 
AACCCCATCTAATTATGCAGCTCTAGAGGGCATTTTGTATTGCAAACACCATTTCTCCCAGCTTTTCAAG 
GAGAAAGGAAGCTACAACCATCTTATCAAGTCTGCATCAATGAAGCGTGCAGCAGCCTCTACGCCAGAGG 
CTTAAACTCCCTATCATTTATTATGGTTTGATTACATGGTTTTCTCTTTGTATGGGTGTGTTTCTTCT 
GATACCTAATTTTTCTTGGTGGAGAATTGGCAAAACTTGGTTCTCTTTTTTGCTTTTAGCTCATCATCAG 
TGTTGGGCGTACTGTTGTGTTTGCTTGAACATGGGATGCAAATCCAGCTTTTT  
 
>CONTIG\154 
ATTGGGTAACGAGTTGACTGGAAATGGTGTTGGTGCAAGTGTTGGTGCTGAACTG ATGGGAAAGACTTG 
ATCAAGCTTAAAAGTTTTATGAATAGCTTGTATAAGGAATCCAAATTGAAGCCTTCACTCATAGCACCTG 
GAGGTTTCTATGACCAAGAATGGTTCGCTAAACTTCTTCAGGTTTCAGGTTAATGTAGTCAATTTCGT 
GACTCATCATATATATAATTTAGGTGCAGGTAATGACCCCAGTCTTGTAAAGAAGATACTGGATCCCTCT 
TTCTTAAGCAGGATATCAGAGACATTTAACAGTCTTCACCAAACTATTCAACATA TGGTCCTTGGGCTT 
CTGCATGGGTTGGGGAATCTGGTGGTGCCTTTAACAGTGGCGGTCGCCACGTGT TGACTCTTTCATGGA 
CAGCTTCTGGTACTTAGATCAGCTTGGAATGGCATCCAAGTTCAATACTAAAGTATATTGCAGGCAGACT 
TTAGTTGGTGGGAATTATGGTCTCCTCAACACAGCCACATTTGTCCCCAGGTGATTACTACAGTGCAC 
TTCTATGGCATCGACTTATGGGAAAAGGTGTTCTTGCTGTTAGAACTGGTGATTCACCACACCTTCGCTC 
TTATGCCCACTGTTCAAAAGGAAGAGCGGGTATTACTTTGCTTCTGATTAATTTTAGCAATCAGACTAGG 
TTTGTCATCAATGTTGAAAATCTAATGAATGTCAATTTGCCCGCAAATGGGAGAAAAATCCAAAGCCAAA 
ATTCTTTCGTGCATAGTGTTAAGAAAACGGTTGCTTGGGTTGGAAGCAAAGCTTCAAATGGACCATTGTA 
CAGAGAAGAGTTTCACTTGACCGCCAAAGATGGGAATCTTCAAAGTGAAACC C GTTCTGAACGGAGTT 
CCATTAGTGCTTACAGATCATGGAGAAATCCCAAAATTGG 
 
>CONTIG\155 
TTCACTCTCAAACCCTCCTCCTTCTTCTTCTTCTTCATCAAACTCTCACTCA AAAACCAAACCACACCA 
TGACAGCCAAAGGCAAAGACTGCGGCAACCACGGCAAGACCCGCCGCTTACGG CCGCGCATGCGGCGC 
CTGCTTCTTAGTCTTCCTCTTCATCATCCTCCTCATAATCCTCCTAGTCTGG CATACTCCAACCCACA 
AAACCAAAATTCATCCTCCAAGACGCCACCGTTTACGCCTTCAACGTCAGCAG CCAAACCTCCTCACCT 
CCAGCTTCCAAGTCACCCTCACTTCTCGCAACCCAAACGACAAGGTCGGCGTCTACTACGACAAGCTCGA 
TGTCTATGCCGTTTACCGCAACCAGCAAATCACACTCCGTACGCAAATCCCCCCACCTATCAAGGCCAC 
AAAGACATCAACGTTTGGTCCCCTTATATCTACGGCAACAGCGTTCCTGTCTCGCC AACAACGCCGAAT 
CGCTCTCACAGGATCAGAGCTCCGGGGCCGTGATGCTGTTGATCAAAGCTGATGGACGGGTGAGATGGAA 
AGTTGGGTCTTTTATTTCAGGGAGGTACCATCTCTACGTGAGATGTCCAGCTTA ATAACCTTCGGTACG 
AGGAGCACTGGAATTGAGGTTGGGAATAACGCCATTAAGTACCAGTTAGTCCAACAGTGCAGCGTCAGTG 
TATGAGAATATGAGATGATGATGAAGAAAGAAGAAAGTTCCAGTGCCTCACCGAATATCTCTATTTAACG 
CCGTTAGTTTTTTGTTTTCATAATTATGTGTTGCGATTTTTAATATTAAATCTC CTGTCGGTTTTTTCT 
TTAGTTATTACACGTTGGGTTTATGA 
 
>CONTIG\156 
AAAGCCAAAAGACGCGAAGAAGACCAAGAAGATAATATCATCATCGAAATCATGGCCATGGCCTCACTG 
ATTCATCGTGTCATCCTGGTCCAACTTCTGATCCTATCGGTGGCAACAATCTCAGCGACGGCCAGACCTT 
GCAAGACCCTCTTCATCTCCTCCTACTCTTTCTCCTTCAAACCCGTTAACCAAC AAACCCTTCTTCTTC 
ATCATCCTCGGGATTCGTCACCGTCTTCACCGAGATCAGCCACTTCAACCCAA CAAATGCAAGAA 
CAACCCTTCCCCACCACCACCGAGATCTTCCTCTTCCGTGACCCGATCCACCGCAACAACATGCCGTTGG 
GGTACAGGAAACCCCAACAACCCCTCGCTTCCTACGACTTCAGCTCCCTCCGTGAC GCACCAAGGACAT 
CTTGAGTGTCGTCGTCGCTCTCCTCTTCGGCGTTGGCTGCGGAGCCCTCACCGCCGC ACCATGTACCTC 
150 
 
 
GCTTGGTCTCTCTTCTCCCACCGCTTCTCCTCCTCCGACTACTCCGCTTTCCCCTCTTCTTTCTCCGACG 
ACGACGACAACGATGACGATGATGTCAATCCCAAGAAGTTCGGCTATATTAAGAT CCCGCTGCCACCGA 
TTCTCTGCCTGCTCCGGCTCCGGCTAAGTGAACGGTATGAAAGTATATGATATC C ATTATGTTATAT 
GGTATTTTAGTCAATTTGGAGCTATTGAAGCCTGTCTCTCTTTTTAGTGTGGATTGTGGACTAATTGTTT 
ATAATAAACAAAAGAGAGAACAGGTGTGCTACTTTTCTGGTCTGTATTATTCAAT ACGACTTTATTGT 
CTTATATTCTAATACTTTAAATGTGATCATGTACTTTGTTTATGTT 
 
>CONTIG\157 
AATAATAATAACAATAACAATAACAAAAGAAAATCTCTCTATGGCTCCCTCTTCTT AACATTGAAGCTG 
TTACTAACTTTCTTGGCTAGCTATGCTTTGGTTGCCTATGCAGGTAGCTTTA CAGGACTTTGATATCA 
CTTGGGGTGATGGTCGTGGTAAGATACTCAACAATGGGGGACTTCTTACTCTC CACTTGATAGGGCCTC 
TGGCTCTGGCTTTCAATCCAGGAATGAATTTCTCTTTGGTAAGATTGACATGC GCTCAAACTTGTCCCT 
GGAAACTCTGCAGGCACAGTAACTGCATACTATTTATCTTCAAAAGGGTCAACATGGGATGAGATAGACT 
TTGAATTCTTGGGTAATCTAAGCGGTGATCCTTACATTATTCACACTAACATATTT CCCAAGGCAAAGG 
AAACAGAGAGCAACAATTCTACCTTTGGTTTGACCCCACAGCTAATTTCCACAC T CTCTGTTCTTTGG 
AATCCACAAGTCATCATCTTCTCTGTGGATGGTACTCCCATTAGAAAGTTCAA TCTGAGTCGATTG 
GCATTCCATTCCCAAAGAAGCAGCCCATGAGGTTATACTCTAGCCTCTGGAACGCAGACGATTGGGCAAC 
AAGAGGAGGGCTTGTGAAGACAGATTGGACACAAGCTCCCTTTACTGCATCA ATAGGAACTTCAATGCC 
AAAGCATGTTTATGGTCTTCTGGGTCATCTTCTTGTAGTTCAAAGTCTCCAT AGAACTTCCAACA 
ATAATACATGGCTGAAAGAAGATTTGGGATACCACAAGCCAAGCCAGGCTGA TGG TGCAGAAAAATT 
ACATGATTTATAACTACTGCACAGACACCAAACGCTTCCCACAGGGCTTTCCT CAGAGTGTGCCGTTAC 
CAATGCATCGTAGAGATGAAAGTAACTACAAGATAACATAGTACCTAGGCCTACCTCACAATTGTGGTTT 
TTTTTTTTTTTTTTCCTTG 
 
>CONTIG\158 
GCAAAATCACTTGTCCGAAACTCATTGAGGCCCCAGAAGGTTGTCCTACATATA TCACGGATAGGAAGA 
CTTACTATCCCATGCAGGCATGGTTCTCACTGCATCCTTTGACTCCTGCCATAATTGAGGTCAAGGCATT 
GCACCATTTCGATTGGTTTACAAAGGGAAAGGTCCCTGTTTTGGAGGCAATGGAAAAAGATCAACGCGTG 
CGATCACAATTTAGAGGCGGGTCATCAGCCATTGTGGCAAATAATACTGAGA GCCT TTGTCATTGCAG 
CAAAGTTGCAAGCACTGAGTCCTAAATACAATTCTGTGATGAATCACATTAGA ACATCTACCAGAGTT 
GTTCCCCAGCCTAAACAAGGTGGTCTTCCTGGATGACGACATTGTGATTCAAACAGATCTTTCACCACTA 
TGGGACATTGATATGAATGGAAAGGTCAATGGAGCAGTTGAAACTTGTACAGGAGAAGATAAGTTTGTAA 
TGTCAAAGCGGCTTAAGAGCTATTTGAACTTCTCCCATCCTTTGATATCAAAGAATTTCAACCCCAATGA 
ATGTGCATGGGCTTATGGCATGAACATTTTTGATCTAGAGGCATGGAGGAAGACCAACATAAGCCTTACA 
TACCATTACTGGGTTGAACAGAACTTGAAATCAGACTTGAGTTTGTGGCAACTAGGGACATTACCTCCTG 
GACTAATTGCTTTCCATGGTCATGTCCAAGTTATTGATCCCTTTTGGCACAT TGGGGTTGGGTTACCA 
GGACAATACAAGCTTTTCTGATGCTGAGAGTGCTGGTGTCATCCATTTTAATGGC GAGCAAAGCCTTGG 
CTAGAGATAGCATTCCCAACACTCAGGCCATTGTGGGCTAAGTATATCAACT TCTGATAAATTCATCA 
AGAGCTGTCATATTAGGGCATCCTAGGTTGAATTTTGAGAAAAATATGCTGGCA ATTGATAAAAGAAT 
ATCTTTCTGTATATGAAAAAAAAATGAGAGTTCTTTGCTGAAAGAAAGATGATA CAGCAACAGCATCCT 
GTTTTTGTGAACTCTCATTTGTTGTTTGAAGCTCCCTTCTTACTCTTCCTATTCTTTCTTATTTTTCTG 
GTCTTCAAATGTTTCAAATCATAATTTATTTA 
 
>CONTIG\159 
AAAAAATGCTACTCCCAAAGCGACCCCGTTTTCAACCCAAAAAAATCGAGAT TTTC ACGGGATCTCCT 
GCGCGTCACCCTTGTGTCGTAAGCTAGACTCTCCTGGCTGTAACCAACAACGTCAGG CTGTCTCTACCA 
AGTCTCTTACGGTGACGGATCCATCACACAAGGTGATTTCTCCACCGAAACT TC C TTCCGTGGCACC 
AAAGTCCCACGTGTCGCCCTCGGATGCGGCCACGACAATGAGGGTTTGTTCCGGTGCAGCCGGTTTGT 
TGGGTTTAGGTCGGGGGAGGTTATCGTTTCCCACCCAAGCCGGTCGCCGGTT AA C GAAATTCTCATA 
CTGTCTGGTGGACCGATCTGCCTCCTCCTCCTCTAAGCCTTCTTCGATTGTTTTCG AGACTCCGCTGTT 
TCTCGAACCGCCCGGTTCACTCCCTTGTTGTTCAACCGAAAGCTCGACACCTTTTACTACTTGGAGATGC 
TGGGGATCAGTGTAGGAGGGAGACGTGTCCGCGGTGTTACGCCTTCGTTGTCAAGCTCGACCCGGCCGG 
GAACGGTGGGGTTATCATCGATTCGGGTACGTCCGTGACCCGTTTGACCCGACC G TTATTTGGCATTC 
AGGGACGCTTTCAGGGCCGGAGCTCCGAATCTGAAACGGGCACCCGAGTTCT TCTCTTCGATACCTGCT 
TCGACCTGTCGGGGAAGACTGAGGTGAAGGTACCCACAGTGGTGTTGCATTT C AGGTGCTGACGTGTC 
ATTGCCGGCCACGAATTATTTGATTCCGGTGGATAGTAGTGGGACTTTTTGGCGTTTGCTGCTACG 
CTCAGTGGCTTGTCCATTATTGGGAATATCCAGCAACAGGG 
151 
 
 
 
>CONTIG\160 
TAGGCTTCTCCGGCCGATCCAAAACGCTGAAAAATAAACAATTTTCAGAGATG C GTGGGGCCTAAAAT 
ATAATTCAACCATTGGGAAAAGCAGGAACTAACAAACAAACAAACCAACCAACCAACCATTTGTTTCGTA 
TAGCCTAGTCTATTGTTATTATTATAAATACAATTTCCCTCTCACTCTCTCA A TCACATTTTTCAGAT 
TTAAAAAAAAAAAAAAAAATCGTAAATCCTAAGAGTCTGAGTAGTGATGGCAGGGAAATGGGTGCGGATG 
GTGACGGCGCAGACTCCGACGAACATAGCGGTGATCAAGTACTGGGGCAAGA ACGAAACCCTCATCC 
TTCCTGTCAATGATAGCATCAGTGTTACTCTTGATCCCGCCCACCTCTGCAC AC CCACCGTCGCCGT 
CAGCCCTTCCTTTGATCAGGACCGCATGTGGCTCAATGGCAAGGAGATTTCCCTTGCTGGAGGCAGGTTC 
CAAAGCTGTCTGAAGGAAATTCGCAGTCGTGCTTGTGATGTTGAGGATGAGA AAG GTATTAAAATTG 
CAAAGAAAGATTGGGAAAATTTGCATTTGCATATTGCTTCCTACAACAATTT CC ACTGCAGCTGGGTT 
GGCGTCTTCGGCTGCTGGGTTTGCTTGTCTTGTTTTTGCACTTGCAAAGCTAATGAA GCTAAAGAAGAT 
CAAAGCCAGCTTTCTGCCATTGCAAGACAAGGTTCAGGCAGCGCTTGTCGCAGT TATATGGTGGCTTTG 
TCAAGTGGATCATGGGAAAAGATGAGGATGGAAGGGACAGTCTTGCAGTTCAATT GCAGATGAGAAACA 
CTGGGATGATCTTGTTATCATTATTGCAGTGGTAAGTTCAAGGCAGAAGGAAACAAGTAGCACCAGTGGA 
ATGCGTGAGACTGTCGAAACAAGTTTGCTATTAAAGCATA 
 
>CONTIG\161 
AATTCTTTTGGTTTAGGGATGAGGAGTTCGCTAGGCAGACTCTTGCTGGTCT AACC ATATAGCATAAA 
GTTGGTCACGGAATGGCCATTGAAAAGTCAACTTGACCCAAAGATCTATGGC CAGTAGAATCCGCCATC 
ACTACAGAATTGATTGAACGAGAGATCAAAGGTTTCATGACAGTGAATGAGGCCATAAAAAATAAGAAGT 
TGTTTATTCTAGATTACCATGATCTATTCTTGCCATATGTGAGCAAAGTAAGAG ATTAAAGGCACAAC 
TCTATATGGATCACGAACGCTCTTCTTCCTAACCCCAAATGGCACATTAAGGCC CTGGCCATTGAGTTG 
ACTCGGCCACCAATGGATGGGAAGCCACAATGGAAAGATGTCTACCTTCCTACTTGGGATGCTACTGGTG 
TCTGGCTTTGGAGGCTAGCAAAAGCTCATGTGCTTGCCCATGATGCTGGTTATCACCAACTTGTTAGTCA 
CTGGCTAAGGACTCATTGTGCTACAGAACCTTATATAATTGCAACAAATAGGC ACTTAGTGTGATGCAC 
CCAATTTATAGACTGTTGCACCCTCATTTTCGGTACACTATGGAGATTAATGCCCTTGCTCGAGAAGCAC 
TTATCAATGCTGGAGGGATCATTGAGAGCTCATTCTCACCTGGAAAATACTCCGCGGAGTTTAGCTCGGT 
TGCCTATGACAAACAATGGCAGTTCAATCTACAGGCATTACCGGCTGACTTAATTAGCAGGGGAATGGCT 
GTTGAGGATCCAACTGCTCCACATGGTCTAAAGCTCTCAATTGAGGACTACCCTT TGCCAATGATGGCC 
TTCTCCTTTGGGATGCTATCAAAGAGTGGGTTAGTGACTATGTCAACCACTTACCCTAACCCTAGCCT 
TATAACATCTGATCAAGAGCTCCAAGCATGGTGGAATGAGATTCGAACTGAAGGTCATGCTGACAAGAAG 
GACGAACCATGGTGGCCAGTCCTCAAAACCCCGAAAGACCTCATCGAAATCATCACAACAATCGTATGGG 
TGGCATCCGGTCACCATGCAGCCGTGAACTTTGGACAGTATGCTTATGGTGCG AT TCCCTAACCGACC 
TACCATTGCTAGAATCAATATGCCCACTGAAGAGCCTTCTAAAGAGTTTTGGACAACTTCTTGAAAAAG 
CCTGAAGGTGCACTCTTACAATGCTTCCCTTCACAAATTCAAGCAACAAGATTATGGCTATTTTGGATG 
TACTATCAAACCATTCACCTGATGAGGAGTATCTAGGTGAGAAAATAGAGCC C TGGTCTGAGGACAT 
GTTTATAAAGGGAGCCTTTGAAAAGTTTAGTGGGA 
 
>CONTIG\162 
TATTGGGAGTGGGTGTTTGTCAGAGTCAGTCCTCTCTACTAGTGATCCGACCCAAGGTTGGATTTCGATC 
ACTGCGTAAAACCCACAACAACAGTCTTAGCAGAAGTACCATTCGTTGTTCAACCC AACCCAGCTCTCG 
AAATCGCCATCTTCCTGTGGATTTGGAGGTGTCAGATTGGATCTTCAACGACACTGCGTTTTGGCTTCTG 
GGGCTGTCTCTTCTGACCCTCTTCAAGCGTCCACTGTCTTTACTGTCGACTC ATACAACCTGACATCGG 
TGGTGGAGGAGACAGAGGCGGTTTTGGTGACAAAGGCGGTGGCGGTGGCGGTGGTGGAGGCGACAGTGAC 
AACAACAGCAACAACAAGGGCGACGACGAAGGCGAAGAACAAAACAGCAAGA ATGG GTCCATGTCCA 
TGTCTCAGAAATTAACTCTTGGATATGCTGCACTTGTTGGAGTGGGTGGTGTTAT GGCTATTTGAAGAG 
TGGCAGCCAGAAGTCACTGTTGGCAGGAGGAATATCTGCCTCACTGCTATATTATGTTTATTCTCAGCTT 
CCTGTGAGACCCGTTCTTGCATCATCCGTGGGGCTTGGCATTTCTGCTGCTCTTCTGGGAGTGATGGGTG 
CTCGTTTTAAGAAATCAGGGAAGATATTTCCAGCAGGTGTTGTATCTTTAGTTTC CTTATTATGACCGG 
TGGTTACTTGCATGGAATTATGCGAAGTCTACACTAAAATGTACACGAGTGA TTCCTGAAGCTATATG 
GAAGTCACCAAGATCTCTAACATATCTCATTTGGTAAAAAGGATCAGTCGTTTGGCATGTAGACCAGTGC 
TATAAGAGCAGTTTGAAGTTTTTGTTTGGACCATTGTTGTTCATCTTTTTATGA GTGTGATATCATCTT 
TAGGCGTGACAAAATAAAGTTTGGACCTTGATTTTTA 
 
>CONTIG\163 
AATCGGACGGCACGGAAGCTCGCTCTGAGGTTTTTTGGTTTCTTATTGGGCGTGTGATTGTGATTCTCTC 
152 
 
 
TCTGGGCTTTAGCGCCCTGAGGTACCGTTGAAATCCATGATCATCAGCGTCTCAT GATCCGTCTACAGT 
GCCAACCACTCCTCCAGTTGAAGAAGAAGATGAGTGGGACACTGATGGATTCGT TTCCAAGCTTGGAA 
ATAGGAGACTTAGATCAGAGTAAAACTGATGTTTCAGAAGTAGAAGCCTCAAAACCTCCCTTCTCCAAAG 
GCCAAAAAAGAAGAGAATATCTACCTAGGTCCACACGGAGCACCTCCTTCACAG CA AGCAGCAAGAGC 
CAAATTCTACTGACCGTAAGCAACGGTTCAAGCAAAAATTGAAGGAAGCAGATGAGAGGACCAGTGGGGA 
CAGGTCAAGAGAATAAGTCAAGAGAGTCTCAGAGAACTTGTGGGTGGTGGCAAAGCCACCGGCAACATGG 
CAAAGGGCTCTACCAGGGATTGGCTAGACCCACATTGTCATGAGTCTCAATTAAG AGTGGAATCCCCA 
GTGAGTGGAATATCTGAGAGCTTTTTGAACTTGGCACAATGGGTTTTTCATTTTT T CTCTCTATTATA 
AGCTTTGTTATCTTTGGAGAATGAATTTATAAAAGGTTATGTATTTTGACAAT A TTTTCAACCAGGCC 
TTTGAGATTTGCTTCTACTGCGAAAGATTATTTCCGAAAAAAAAAAAAAAAAAAAAAAAAAAGGCGGCCG 
CTTAATTAACCTCGAGGAGTGGTCCCTATAGTGAGTCGTATTATAAGCTAGGCACT GCCGTCGTTTTAC 
AACGTCGTGACTGGGAAAACTGCTAGCTTGGGATCTTTGTGAAGGAACCTTACTT TGTGGTGTGACATA 
ATTGGACAAACTACCTACAGAGATTTAAAGCTCTAAGGTAAATATAAAATTTTT AGTGTATAATGTGTT 
AAACTAGCTGCATATGCTTGCTGCTTGAGAGTTTTGCTTACTGAGTATGATTATGAAAATATTATACAC 
 
>CONTIG\164 
ACGCTCTTGCAAGAGCGATCGAGAAAGATAGAGAGATCCCTCTCCATTTTTATCCCAAGAACAACACTAG 
TTTGAATTATCAATTATGTTCAACATGATCAACCTCATTCCATTATCATTCTGTCAAAAATGGGTATGT 
ATGACATTGAAATACACGGTGCAAAAGTTAAGGTAAGCATAGTCGACAATCATGCTTTGGTTGATGCTAA 
GATAAACGAGTTAAAATCTTCCTTAAAAACTTCACAAAGGCATGTTGTTGGGCTCGACATTAAGTTTGTG 
GAAAGGGAAGAAACTTATGGTGATGATGATGAACTTTTTCCAATTCCAGCTGAC A TATTTACCTGAAG 
GCAAGATTTTGCTTCTTTGTGTTGGGACTGATTGCTTGATGATCCAATTACCTGCCTCGATGGAGGTAAC 
TGATACCCTCAGGCAGTTTCTGTCTGATGAGACTATTTGTTTTCTGGGTACC AA TGCGCGAGAAAGTT 
GCAGAACTAGGCCGCCATCATTTTAGTAAACACACGCAACCAATTGGTACAT TCGTGACTGGGATGCAG 
TGGTTGAAGACGTCAAGTATGCAGTGCACAATCAACGTGTGAATTGTAAGACAGGTGTTGAAGTAGGCTA 
TTTGGCTGCTAAAATTCTGAAGAAAGGCAATGTTGATAAGTATGGATTATCGAAG TGGCTGGCGAAGTT 
GGAATGGACATAAAGGAACCAATTGGTGCATGTCCTGACTGGAATGCAGTAGCGTTCTCTGATGAAGAGG 
TCAAGTATGCAGTGCACAATGCCTATACTTCTTATGTTATTGGGAATAAGTTCTT GATATGCTCTAAGC 
CTCTTAAGGCCATCTTGTTTATGGGTTTGACTGCTTTGATTCTGTGTTGTTAGTGTCCACATTAGAGCTA 
TATATATGTATA 
 
>CONTIG\165 
AGAAAAAATAGTGAAATTCTACTTCACTTGGTCAGGACAGTGAATTGTTGAGAAAC TGGCATCATTTGC 
AGGAACAACCCAGAAGTGCATGGCTTGTGACAAGACTGTTTATCTTGTTGAAAGTT ACAGCTGATAAT 
CGTATCTACCACAAAGCCTGTTTTCGATGCCATCACTGCAAAGGAACTCTCAAGCTTGGTAATTACAATT 
CCTTTGAGGGAGTACTATATTGCAGGCCACACTTTGATCAGCTCTTCAAAAGA CTGGCAGTCTCGACAA 
AAGCTTTGAAGGGACCCCAAAAATTGTAAAACCTGAGAAACCTATTGATAGTGAG AACCTACCCCGAAT 
AAAGTATCAAGTATGTTTGGTGGAACCAGAGACAAATGCTTTGGCTGTAAAAAAACTGTCTATCCAACTG 
AGAAGGTAACGGTAAATGGAACTCCTTATCACAAGAGCTGTTTCAAATGCACTCATGGAGGATGTGTGAT 
CAGCCCATCCAACTACATTGCACACGAGGGCCGACTCTACTGCAAACATCACCACATCCAACTCATCAAG 
GAGAAAGGCAACTTAAGCCAGCTTGAGGGTGAACAAGAGAAGGATGCAATGGATGAGAATGTCAATGGCA 
GAGAAGTTTCTGCTGAGACATAAACTGCTTAATAAATTGTTCTGTTTTTTCCCTT CCATCATGGTTTCT 
CCCTACCCTCTCCGCTCTCACTATCCCTATTGGTGTAACAATTTTAGGCCTTATGATTAAAGTGCTGATG 
GAATTCTTAGTATTTCCTGTTGAGGTGTGTGCGCCTTCATTTTTGCTGTTTT TGGGGTTTGTTGCGAGA 
TTGTGGATGTTCAAATGGATGCCAAGACCTATTTGATTCTCAGTATGTGATGCA TAACAAGTATTAGTG 
TTCTGTTTGTGAATTTTTGTTGTGTTCCTTTGATTTTC 
 
>CONTIG\166 
GAAGAACGCTCTCTCGCTCTTCACACTCTTCAGATCTGAGATCGGAGCGGAAC TTT TTCCGTGAAGCC 
ATGGCTCTGATTTTTCATGCTGGGAAGACAAATAAAAATTCTTACAAGACACTT TCGCCGCGGAGTACA 
GTGGTGTGAAAGTTGAACTGGCCCCAAATTTTACGATGGGTGTCAGTAACAAACT CTGAGTTTCTCAA 
GATGAACCCTATTGGGAAGATTCCTGTATTGGAAACTCCTGATGGTCCCATCTTTG GAGCAATGCTATA 
GCACGTTATGTTACTCGTCTGAAGGCTGACAATCCTCTATATGGTTCTTCTCTTATTGATTATGCCCACA 
TTGAGCAGTGGATTGATTTTGCATCACTGGAAATTGATGCTCATCTTCTGTCATG ATAGACCAAGAAT 
GGGACGTGCAGTATACCTTCCTCCGGCTGAGGAACAAGCTATTACTTCATTGAAGCGAGCGCTTGATGCT 
CTAAATGCTCATCTTGCTTCAAACACTTTCCTGGTTGGACATTCCGTGACCC G TGACATTATTACAA 
CTTGCAATTTATATATGGGCTTCACCCACCTCATGACTAAGAGCTTTACATC GAGTTCCCTCATGTGGA 
153 
 
 
AAGATACTTCTGGACCATGGTGAATCAACCAAATTTCAAGAAGATTCTGGGAGA TGAAACAGGCTGAG 
TCTGTCATTCCTATCGCAAAGAAGCCATCTCAGCCAAAAGAATCTGCAAAAC CCAAAGCCTAAGG 
ATGAACCTAAAAAAGAAGCCAAAAAGGAGGAGCCAGCAAAGCCCAAACCAGAAG TG TGAGGAAGAGGA 
GGCTCCAAAGCCCAAACCTAAGAATCCTCTTGATCTGCTTCCCCCAAGTAAGAT ATACTGGATGACTGG 
AAGAGGCTGTACTCAAACACTAAGACCAACTTCCGTGAGGTTGCTATTAAAGGGTTCTGGGACATGTACG 
ATCCTGAGGGATACTCTCTCTGGTTCTGTGATTACAAGTACAATGATGAGAACTGTTTCCTTTGTAAC 
ACTAAACAAGGTTGGTGGATTTCTTCAGAGAATGGATCTAGCACGCAAATATGCTT TGGAAAGATGCTT 
GTGATCGGTTCAGAGCCACCATTCAAGGTGAAGGGGCTGTGGCTTTTCCGTGGG AAGAGATACCACAAT 
TTGTGCTTGATGAGTGCTATGACATGGAGCTATATGAGTGGAAGAAGGTTGTATCACAGATGAAGAGCA 
AAAGGAACGCGTGAGTCAGATGATTGAAAGATTACGAACCTTTCGAGGGCCAGCCT TTTTGGACGCCAA 
GTGCTTCAAGTGAATGACCCCAATTAGTCCCTGGATTAAAAGTTGTATTTTTG G GTGTTTTTGCTGCT 
A 
 
>CONTIG\167 
AAAAAGAAACACCAAGAATCTTGTCGTAGTAAATCATGGCAAGCTCCACCATTCAAAGATCAGCATTCGC 
CGGCCAGACCGCTTTGAAGCAGTCCAATGAGCTTGTCCGCAAGGTTGGGAGCTTT CC GTGGCCGCGTT 
ACCATGAGGCGAACAGTGAGGAGTGCTCCACAAAGCATATGGTATGGCCCAGACCG CCAAAGTTCTTGG 
GACCATTCTCTGAGCAAACTCCCTCATACCTTACTGGTGAATTCCCTGGTGACTATGGCTGGGACACTGC 
TGGGTTATCCGCAGACCCTGAGACCTTTGCAAGGAACCGTGAGCTTGAGGTGATCCACAGCCGATGGGCC 
ATGCTTGGAGCTTTGGGCTGCGTGTTCCCTGAAATCCTTTCAAAGAATGGTGTCAAGTTTGGTGAAGCAG 
TTTGGTTCAAGGCTGGTGCACAGATTTTCTCTGAGGGTGGTCTTGATTATCTTGGCAACCCAAACTTGAT 
TCATGCACAAAGCATCTTGGCAATTTGGGCTGTTCAAGTTGTGCTTATGGGCTTCATTGAAGGGTACAGA 
GTTGGTGGAGGACCACTCGGTGAAGGACTTGACCCCATTTACCCTGGTGGTGCCTTT ACCCACTTGGAC 
TGGCTGATGATCCTGAAGCATTCGCAGAATTGAAAGGTCAAGGAACTCAAGA GGGAGGCTTGCAATGT 
TCTCCATGTTTGGCTTCTTTGTTCAGGCTATTGTTACTGGGAAAGGCCCAAT GAG ACCTCTTCGACCA 
TGTTGCTGACCCAGTAGCCAATAATGCATGGGCTTACGCCACCAACTTTGTC C GGAAAATGAAGAAAC 
TTAAATGTTCTACTGTAACCTTACTCATCAATCTTCTTGCTTGTGTTCAACTCT TCTTGCTGTTTTCA 
TCTATATTG 
 
>CONTIG\168 
TGAAAGGTTGAAGTCTTAATCTTTATTCATTGATCTCCAGTTTCAAGGTCATCTACATTGCTTATCTACA 
ATTCTATCTTCAAAAAATTTTGGCTAAATATTACACAAACATTTCATGAGTGCAACCCAAAAATAAAAGC 
CCTGGAAGCTTCACTCCTTTGAGAACAGGCTTTAAAAAGAGTACAAAATTTTTTT ATCACACGTTTGG 
CGCTGTTGAATTCACAACTAACTCCTGATAGATGAGAACAGTATCTTTAGCGGGAAGTCACCAGATTAC 
TAGCTAATGATGGCACCCAACCACTTTTAAAGTGAAATGAACGGTGAAAACCACAATTGATATCACAGAC 
ACTCAAATCTCAAATCTATCGGGGCTCAACAAACACAGATGTTGTCCTTGGGGGCACAGTGAAGCACCCA 
GAGGATCCTTCATATGTTGAGCTCTTAACCAGTTCATCTGTTGACGTCACCTGA TAGGATGCAATTTAA 
GAGCTCTTGCCCGTAATGCAGGGCAAGCAAATGAGACTTCAGCTGGACTTGCATTGACAATAACCACAAT 
GTATGAATAGCTGTGAAGAACAAAGGATAGCAGCTCTTTCATTAATTATATATGCACAAGAAAAGAAAG 
TTAAAATTTATTTTTACGCACATGGGATCCAGTTGAGATAACCCTGGGACACCTT TAACCATCTTCAA 
TGCTCATCACTATTGTACCAGGGATCCATGACGGTCCAGTATTGTGGAAGCGTACCCTTTCCTGGATAGC 
ATTTGCTGTCTTCAAACGGAAGAGCGGTGAAGAGTACCTTATACGCAACAGGTTTA AAAATTATCCACA 
GCAGCAAGAATGTGAATTTTCTGA 
 
>CONTIG\169 
AACCCATCCTCTCCTCACACTTACAGCCATGAATACAAACTCTCCTCCGCAC AACAAAACCCCACCAC 
CAAAACCGCTGGCCCCAGTGGCTAACCGGTCGTTCAAGGCTGACCCACTTGTGTT ACCACCAGGGTGGA 
CCCAAAAGCCCAACACGGCTACACCAGTGTTAGAGAAGTTCAAGAAGGTGGTGTTGTT TTGATGGTGGT 
TTTGGTGTTGGTGTTGGTGTTGGTGTTGGTGGTGGTGGTAGTAGAAGACTCGAC AGATCCGTCTATTC 
TCAACAAGACGAGGAGGGACAACAATATGATGAAGACAACGTTTTTGGGTTAA A TTGTGCGTTTGT 
GTTTTGCTTGATCTCCTTTTCGGTTATGGCGGCTGACAAGCAAAAAGGTTGG C TGGATTCCTTTTAC 
TGGTACAAGGAGTTCAGGTACTGTCTGGCAGTGAATGTCATAGGCTTTGTATAC CAGGGCTACAACTCT 
GTGATTTATTAGTCAAGTATTTCACCACCGGAAGACACATAATCCACCACCTT GTCGTTACTTCGA 
TTTCTCTATGGACCAGATGTTGACTTATCTTCTTATGTCAGCCTCATCATCGGC GCCACCAGAGTTTAT 
GTTTGGCAATCCAACTGGGGTGAAGATGGGTTTCCTAAAATGGCAAGTGCATCTGTGGGATTGTCCTTTG 
TTGCATTTCTGGCCTTTGCCTTGAAGCTCTCTCATTTGTGGTTATACCCTTGTAAAATTTCATAGTTAAA 
ATACAATTGCCCAATGCCTGGCCATATCAGTAAAATCATACC 
154 
 
 
 
>CONTIG\170 
GGCTGGCGTAATAGCGAAGAGGCCCGCACCGATCGCCCTTCCCAACAGTTGCG CCTGAATGGCGAAT 
GGGACGCGCCCTGTAGCGGCGCATTAAGCGCGGCGGGTGTGGTGGTTACGCGCAGCGTGACCGCTACACT 
TGCCAGCGCCCTAGCGCCCGCTCCTTTCGCTTTCTTCCCTTCCTTTCTCGCCACGTT GCCGGCTTTCCC 
CGTCAAGCTCTAAATCGGGGGCTCCCTTTAGGGTTCCGATTTAGTGCTTTAC GCACCTCGACCCCAAAA 
AACTTGATTAGGGTGATGGTTCACGTAGTGGGCCATCGCCCTGATAGACGGTTTT CCCTTTGACGTT 
GGAGTCCACGTTCTTAATAGTGGACTCTTGTTCCAAACTGGAACAACACTCAACCCTATCTCGGTCTATT 
CTTTTGATTTATAAGGGATTTTGCCGATTTCGGCCTATTGGTTAAAAAATGAGCT ATTTAACAAAAATT 
TAACGCGAATTTTAACAAAATATTAACGCTTACAATTTAGGTGGCACTTTTCGGGGAAATGTGCGCGGAA 
CCCCTATTTGTTTATTTTTCTAAATACATTCAAATATGTATCCGCTCATGAGACAATAACCCTGATAAAT 
GCTTCAATAATATTGAAAAAGGAAGAGTATGAGTATTCAACATTTCCGTGTCGCCCTTATTCCCTTTTTT 
GCGGCATTTTGCCTTCCTGTTTTTGCTCACCCAGAAACGCTGGTGAAAGTAA GA GCTGAAGATCAGT 
TGGGTGCACGAGTGGGTTACATCGAACTGGATCTCAACAGCGGT 
 
>CONTIG\171 
TAACCCCACCATATTTCTCCCACTCATCACTCAGATCTTCTCCCCCCCTCCT A TCATCAAAAGCTT 
GTGCCTTTGATCTTTCAAAAAAAATGGCTCTTATGCTTGACAATTGTGAGGGCATATTACTCTCTTTAGA 
CTCACACAAATCAGTCCCAGCTCCATTCCTCACCAAAACCTATCAACTTGTGAC ATCCAGCCACAGAC 
CACATAGTTTCTTGGGGTGAAGATGACACTACCTTCGTTGTTTGGAGACCTCCTGAGTTTGCTCGTGACC 
TCCTTCCCAACTATTTCAAGCACAACAATTTCTCTAGCTTCGTTCGCCAGCT A CACTTATGGTTTTAG 
AAAGATTGTACCGGATAGATGGGAGTTTGCGAACGAGTTCTTCAAAAAGGGGAGAA CACTTGCTTTGT 
GAGATCCATAGAAGGAAAACCGCGCAGCCACAAGTGGCTATAAACCAACACATCATCACCACCACCCAC 
ATTCTCCACTGGGTGTCAATGGCCCGAGTTGCCCAAGTTTCTTTCCGTTTTCAAACCGAGTCAGCATATC 
TCCATCTGACTCGGATGAGCAAGCTAATTGGTGTGACTCACCCCCACTAGTT ATCCCCAAGAGGTGGA 
CTTGCAGGCAACTACAATAACTCAGTGACTGCTCTTTCAGAGGACAATGAAAGACTAAGAAGAAGCAACT 
CGTTGCTAATGTCTGAGCTAGCACACATGAGGAAGCTTTACAATGATATAAT CTTTGTTCAAAACCA 
TGTGAAACCTGTGGCTCCAAGCAATACTTACCCTTCTTCTCTACTTCTTTGAGCCCACAAGCAACAGCT 
ACCACACCTATTGGTTCTAATAGTCCAATGGTGCAAAAGCCATTGAACCAGCTTTTT GATACTGTCAGA 
CTAATAACCCTAAGCAAGCTTTTC 
 
>CONTIG\172 
TCTTGGTGTCACATCAGAAGGGGAAACTGCTAGGTGCAAAAAAGTTGTCTGGA CTTCATACTTGCCC 
AACAAGGTTAGGAAGGTCGGTAGGGTTGCAAGGGCAATTGCCATAATGAGCCACCCAATCCCAAACACCA 
ATGAGTCTCATTCAGTGCAGGTTATCCTGCCACAGAAACAGTTGGGTCGCAA TG CATGTATCTTTT 
CTGTTGCTCTTATTCTCACAACGTTGCTCCAAAGGGAAAATTTATTGCATTTT CAACGGAGGCGGAG 
ACTGATCATCCTGAGACTGAACTTAAGGCAGGAATTGACCTTCTAGGGCCTGTCGATGAGATATTCTTTG 
ATATTTATGACAGATACGAACCAGTCAATGAACCAACCTTGGACAATTGCTTTATATCAACAAGTTATGA 
TGCAACAACACACTTCGAGTCAACTGTCTTGGATGTACTCAACATGTATACCATG TAACTGGGAAGGTT 
CTTGATCTCAGCGTGGATTTAAGTGCTGCAAGTGCTGCAGAGGAGTGAGGATT ACACTTCACAGT 
TCTGCTTTGTTCCAACCTCCTTCGAGAGTGTTGAAGTTGCCAGTCACTTAATCAA AAGATTGTTAAAA 
GTTCGCCAGTCACAGAAGTCACAAAATGGATGTAGGCTTTTCTATTTGCCCTGTGTGGGTTACCGATAGC 
ATTACGTTCTTAATAGGAATTGTCAGTTGCCAACTGAAAAATTAGGTTTTAC AATCAAGCGTTGATG 
GTCCTCAGTCCTCACTACTTTTGTTGTACTAATTTATGTGGTCAAAACTAGCTAATCCATCCAGAAG 
 
>CONTIG\173 
TTGCTTTCTATCTTATAGAAGTTTTTGAATTTAATAGAGAGAGAGAGAGAGAAATAAATCTATGGGCTTC 
TACTAATGGAGCTAAAGAATTCAGGGAGGAGCTAGGCTTTGCTAGGAGTGTA AAAAGGAATTGGACT 
TCAAACATGAGTACTGCAAGATTCATCAAGTGTGTCACAGTTGGTGATGGAC TTGGAAAGACTTGCA 
TGCTAATATCTTATACTAGCAATACCTTCCCCACAGATTATGTACCTACTGTGTTCGACAACTTTAGTGC 
CAATGTGGTGGTTGATGGCAGCACTGTTAACCTTGGATTATGGGATACTGCGGACAGGAGGATTATAAC 
AGGCTGAGGCCTTTGAGTTATAGAGGTGCAGATGTGTTCTTGTTGGCCTTCTCT CATCAGCAAAGCCA 
GCTATGAAAATATCTCTAAGAAGTGGATTCCTGAGCTAAGGCATTACGCCCCTACTGTGCCAATAGTGCT 
TGTGGGAACCAAACTTGATCTACGAGAAGACAAGCAGTATTTGATTAATCATCCTGGCGCTACACCAATT 
ACAGCTGCTCAGGGTGAAGAACTCAAGAAGGCAATTGGTGCTGCTGTTTACATAGAGTGCAGCTCTAAGA 
CTCAACAGAATGTCAAGGCAGTGTTTGATGCTGCAATCAAGGTTGTTTTGCAGCCC CTAAACCAAAGAA 
AAGGCGACGGAAGCCAAAGCCATGCACATTCCTCTAAATCAACTTCATGCAT C TTGTAACAGCCAC 
155 
 
 
AACCCTTGTCCTAGTCTTCCTCTCCTATATATATGCCGGTCTATTGAACCTATGATGTTCTGCAGTTCTC 
GCTCTCTCTGTCTCTCTCTTATCTTGTCAGTTTATTTTCGATGTATCTTGTTCC 
 
>CONTIG\174 
CCCTCTCTCACTCTCCCTCAAAGCTTCCACGGCCGGACCTTGATCATCTCAGCGC GCTGCCACCGTGGT 
TTTGCTCGTAAAGCCCTTTTCGATCTCACCCAATATTGCTCTCTTTATTTGCTTTGCACTGAGGTTAGCC 
ACTGCCGAACCACAACGGACCACAACCGCCACCAGTGATAGCGGTGGTTTACGGCAATGGCATATGGTTT 
GTGACTGATCTTTTCTACTCCATAACATAAAGGATTCTGTTGATATAATTCAGAG ACTGAGAAGAATGG 
CCGATGGAATGTCAAGTTTCTGGGGTCCTGTCACATCCACTATTGATTGTTGTGAGCAGAATTATTTCTA 
CTCAACTTATATTGCGGAATTTTACAACACCATATCAAACATTCCATGCTTTCTT GGCCCTCTTTGGT 
CTTATCAATGCTATAAGGCTACGATTTGAGAAGAGATTTACTGTTCTTTTCA A CTAATATGATACTTG 
CCATTGGCAGCATGTTATACCATGCAACATTGCAACGCACGCAACAGCAGAGCGAT AACTCCTATGGT 
GTGGGAGATGCTACTCTTTATGTACATCCTCCACTCACCAGACTGGCACTACCGCAGCACAATGCCTACT 
TTTCTATTCCTTTATGGTGTTGTTTTTGCTGTCGTCCATTCATTTGTCCATCTTGGCATTGGCTTCAAGG 
TGCATTATGGAATCTTGTGTTTCCTCTGCATTCCCCGAATGTACAAGTATTCAT ACACAAAAGATGC 
TTCTGCTAAGCGGCTTGCAAAGCTTTATGTGGCAACCCTTTTCCTAGGTAGCTTGTGTTGGCTCTGCGAT 
CATCTTTTCTGCAAGGAGATATCTAGTTGGCTCATTAATCCACAGGGTCATCCATGTGGCATGTCTTCA 
TGGGTTTCAATTCTTACTTTGCAAACACCTTCTTGATGTTTTGTCGTGCTCATCAAAGGGAATGGTCTCC 
AAAAATTGCTTATCTTATGGGTGTCCTACCGTATGTGAAGGTTGAGAAACCA G CCAATGAAAGAAA 
CACATAAGTGATGTAAGTATTGGCTATCTTGAGACGTTTTGGCAGATGACAGACTTAACAAGTTACCATT 
TTTGTTCTCTTTTTCGAGATGGCTTCAATTCAATGGCATACCAATCTGGGTATGCCATTGAAA 
 
>CONTIG\175 
TTGTAGTGATAATTATTTGATAGCGAAACAATTATGGCGGAGCACCAGCACA CAAGAATGAGTATGAGA 
CTAATACTACCACCCCTGGTGGTAACGAGGGAGCTGTGGAGAGCAAGGACCGAGGCTTGTTTGATTTCTT 
GGGGAAGAAAGAGGAGAAGAAGCCAAAAGAGGAGGTGATGGCGTCTGAGTTTGA AGGTCAGTGTGTCT 
GGAGGAGGAGGATCTCATTCTCCCCCAAAGAAGGAGGAAGAGAAGAAACATG TCT TGGGGGAAGAAGG 
AAGAAGAGAAATTCACTGTTTCTGAATCTTATTCTCACCCAAAGCCTGTAGAG ATTACTACAAGGAGGA 
GAGGAAGGAGGAAGAGAAGAAAAGTGGTCTCTTTCATAATAAGGAAGAGGAG A TCTCAGTGTATGAG 
CCTCATTCTCATCCAAAGCCCGTAGAGGATGACTACAAGGAGGAGAGGAAGA AGAAGAAACGCG 
GTCTCTTCCAGAATAAAGAAGAGGAGAAAGTCTCAGCGTATGAGTCTCATTCTCACCCAAAGCCTGTAGA 
GGAGTACAAGGAAGAGAAGAAGAAGGAAGAAGAGAAGAAACCTGCTCTCTCCGACTTGCTACACCGACCT 
AACAAGAGCTCTAGCTCTTCTAGCGATGAGAACGAAGGTGAAGGAGAAGAGAG AGAAGAAAAGGGAGG 
AAAATAAGGGACTGAAGGATAAAATCAGGGAGAAGAGAGGTGGAGGAGACAAGGAAGAAGAGAAGAAGCT 
CGAAGAGAAGAAGTACGAAGAGAAAAAGCACGAGGACACCAGCATCCCAGTTGAGAGGTACGAAGAAGAG 
GTAGTAGTTCAGAAACTCCCAGTCCCACAGGCACCATCGGCAGAGCCAGCTCAAGCTGAAGAAAAGAAGG 
GCTTCCTTGGAAAGATTAAGGGAAAACTTCCTGGCCATCACAAGAAGCCTGAGGTCCCATCTCCTCA 
TTCTCCTTCGGTTGCAGAGTATACCACTTCTGAGCCACCCACTCATCAGGAAGGC TGTGAAGGAGAAG 
AAGGGCATTTTGGAGAAGATCAAGGAGAAGATCCCAGGTTGCCACCCAAAGACTGAG AAGAGTAGGAGA 
AAGAGAAAGAGTCTGCTGCCTATTAAGAACAGCTCGTTGTTGTGTTTACAGGA TGTTCATACT 
 
>CONTIG\176 
CATCTGCAAAAAAATTCAATTCAAGGTTTGTCAAAAATGGCAGAATCAAAAC GGATTGAGGAAACCCA 
CATTCACTAAGGTTGACCAGCTTCGTCCTGGCACTAGCGGGCATACTCTCAC GTGA GGTTGTCAGTAC 
CAAGATGGTATTGCAGAAGGGTCGTGCTGATGGTCCTCAAGTACGCCAAATG T GCTGAATGCTTG 
GTGGGTGACGAGACAGGGTTGATTATTTTCACGGCTAGAAATGATCAAGTGGACTTGATGAAAGAGGGCA 
GCACTGTAATATTGCGCAATGCTAAAATTGACATGTTCAAGGGATCAATGAGGC TGCTGTGGACAAGTG 
GGGCCGTGTTGAAGTCACTGAACCTGCTGATTTCACTGTGAAGGAAGATAAT ACTTGTCACTGATTGAA 
TATGAGCTTGTGAATGTTGTTGAAGAGTGACTTTTCTGGACAGTGTTCACTTT CTATTACATCCTGACC 
CAAAAATAAAATGAAATGCAGGAGGAAGAAAATTACTAGTCTTTGGGGCACCC TTCTCCCAAATGCTCA 
TTAAAGTTCACTTTTAGGCAGAGGAAATTTGGAAGCTAGTACTACCCATGTTGT TCTACCTTTGCAGCA 
GATCCGCTGGAACCATTGGTTGGACATCCAAGCAGTTGGTGAAGGCTGCAGCCTGATAAAGATAAAGCAA 
CTAGCTTTTATTTGTTTACTGTCTATTTGCTTTTGGAGAGTAAAATGTTCTCTATTAGATTATATATT 
TGAGATTGATATTATGAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAGGGCG CCGCTTAATTAACCTCG 
AGGAGTGGTCCCTATAGTGAGTCGTATTATAAGCTAGGCAC 
 
>CONTIG\177 
156 
 
 
CTTCTAATGGCTTCCTTGGCAAAACACCTTTCTTTTTTCTTCCTCCTAGTTCTATTCACCTCACTGCAAA 
TTCAAGCTAGAGAGAGCAGGTTCTTTAGCAAGTTCACCCATGACAATGCTAACAA AATATGCCAGATCT 
CAAAGTCTCCCTTACAGCTGAAGCTCCTACACCAACACCAGAACCAACACTA CAC AGCACCAGCACCA 
GCAATTGAACCAGTAACAGTACAAACACCAGAAGTAGCACCAGCACCAACTTA TCTGAAAGTGAAAATG 
GCTATGGCTATGGCTCCAACCAATTCCCTCCCACAAAGGAGAAACCCACTATACTACCACCAATTTTGA 
AGATGAAAATCTAACTGAAGAACTCACAGGTGAAAGGTATAAGACAGGGTATCC AA ACAAACTTGTAC 
AATTACAATGGCAACCCCAACAACTACAACAACAATGGCAACCCCAACAATT CA CAATGGCTTCAGCA 
GCAGCTACAGCAACAATAATCGTTATACAACCAACTATAATAGCAATGGCTCAAACAACTACAATAC 
CAATGGCTACTACAACAGCAATGGCTACCAGAGTGAGAGACAAGGGATGAGTGACACGAGGTTCTTGGAG 
AATGGTAAGTACTATTTTAAAGTTCAAAATGAGAATACCAATCTTAATGGGTATGAGTCAGGGAGGGGAA 
CCGCCAAAAATGAAGGTTACTATGGAAATAATAGGTACCCAAATGAGTTCAACAC TGGAAGAGTACGA 
GAAGCAGGAGGAGAGCCAGGAGGAGTTTGTGCCATAAAATATTGGGTCCACGATCAACATAGAGAGAGAG 
AGAGAGAGAGAGAGAGAGAGAGTTTAATTTAAGGATGAAAACAAAATTATGGTGAATTTTTATGTGTACT 
CTTATTTTTCTGTCTGCACAGATTTTATG 
 
>CONTIG\178 
GCGCCAGTTTTTTTATGGTTCCCAAATAAAAGCAAGAATCCGTCAAGACCTCTCTTAACAAACCCAAAGA 
GCTAAAATAGCCAACAAGATATAATATCCATTCCTCACCAGCGACACCCTCT AGTTTTCCAGTCTTCTC 
TAAGCCCCGACTCTCTCTCGCTTTCTTGGTTTATCACCTCAAGGTTCTCAACGGTGGCCGGTTTTCCGTG 
TCACTCCAGCACGGCCTTCTAACCATTTTCAACCGCCACCACCACCTCCTCTC T TTTCTTCTATGCT 
CTGACATTTGATCATTGGGGGTGGGATCCTTGGACAATTAAAATTTTTTTTCC TTTTTTGTCCAGG 
ATTCCGATTCTCTGTTTCACAAAGTGCCAATCTTCATTTCTGAGAGAGATTCTC ACTCTGTTATGAAA 
AAGAAACCGAGATTTTCATGAAATTTGTAGGGATCTTATATATCAAAGCCTTAAAACTTTTCTTGTTCAA 
ATGCCAAGAAAAGAATCAGAGCCATAGCACAGCTGAATTATGAGATCCCAGCAAAG TTCAAACTCATTT 
CTTTTCTTTAGAAATCTCACCCCCCCCCCCTTCCCTACATGAAATCACGTTTT AACACAATTCTTTTT 
TTTTTTTTTTAATATAAAATTTTAACAGAAATATTTAGGATTCAATATTGAAT TATGATGGCATCGAG 
CCAAATCCACTCACGCAACCACCGCCAACAACTGCTGCTAACACCTCAACCA TCCTCCGTCTCA 
TCATCATCATCATCGTCAACGTCATCATCCTCAT 
 
>CONTIG\179 
AACCCAAGACAGAGCTTCTTTAGAGAGAGAGAATGGAGGTAGTGAGAAGAAGT GTGGGTCTGGGTGTTT 
GAGCGTGGTGGTGGCAATAATGTGTGCTTTTGTGGTGGTAATGGTGCCTGGA TG TGGCTACTCGCTGG 
ACTGTGGGAGGGAATATGGGTTGGACCAATAATGTCAATTACACTGTTTGGGCTCAGGACAAGCACTTCT 
ACAATGGTGACTGGCTCTTTTTTGTGTATGATAGGAACCAGATGAACGTGCTCGA GTGAACAAGACGGA 
CTATGAGTCATGCAATTCTGATAATTTTCTTCACAATTGGACTACTGGAGCTGGAAGGGATGTGGTTCCA 
CTGAATGTGACGCGAAATTACTATATCATTAGTGGCAAGGGGTTCTGCTATG TGGCATGAAGCTAGCAA 
TACATGTGGAAAACCTACCACCTCCTCCCACATCAACCCCATTGGATGAAAAAAGCAGCTCTCCTACTTT 
GACTTCAAGAGGCATGATTGTTTTGCCAATGGTTTTGGCCATTGGTGCAGTGTGG ATGCATTCCTCTGG 
TACTGGTAGCATTGTTGATCTTCAAAAATTCAGCATTTTAATGAGGCCATTCAAT ATACTTGAGACATT 
CCTTAAACCAATTTGTAGAAAGAAAAGGAATCGAGTTGTAATCCACCTTTTTTTTTTTCTTTTCTTTGGG 
GGGTAATTTTAATTTTATGATGTGTGTTGGTTTTTCTTCATGGGATGGGGATGGATTGGGTAGCTGACCT 
AAAATTGGGGGGAAGGTAGTGTGAGTGAGTGAGTACATGATGTTTGAGTTTCA ATA GTTGACTGGACT 
GCAATCTGCAAGTGCAACACTAAGATATGATATGGTTTTATTGTTTGAGATT 
 
>CONTIG\180 
TACTGTTATCGGTTATCCATCCATAAAAACACAACAAATAAACCATAGTCAGCAGCAGCTGCAGCAAACG 
AATTGATTCAAAGGAAATGGAGCAAGGGAAACAGGGAGTGATGGTTGCGAAGCT ATGCCTCAGCAGCAG 
AACCCAATAGAGCAGCTACAGGCTCGTTTCAAGGAGCTGGAAGCTGGCTTCA GC TGGCTAGCCAAGC 
AGTCCTTGCCCGTCGAGGTCGCCGTCGTCACTGCCACCAGCGCCGCCCAGGGCG GCCATAGGTGGCTT 
CATGGGCACTCTCACCAACGACGTTTCGTCTTCTATGCCAACCCCTCCTCCTCAGGCCGCTTCCCTCAAC 
CCACAAGCCATGGCCTCTTTCAAACAAGCCCAGGCTCTTGCCGGGGGTCCATT TA AGCTCGCAACT 
TTGCTGTGATGACAGGTGTCAATGCTGGCATATCCTGTGTCATGAAACGACTGAGAGGCAAGGAGGATGT 
CCAGTCTAGCATGGTGGCAGCCTTTGGTTCTGGAGCGATGTTTTCATTGGTG GTGGCATGGGTGGCCCA 
AATCTGGCAGCAAATGCTGTCACTTCTGGGCTTTTTTTTGCTCTTGTTCAAGTGGACTTTTCCAGTTAG 
GGCAAAAGTTCTCTCAACCACCAACTGAAGATACTTTCTATTCCAAAACAAG T T TGTTGAATAACCT 
TGGCCTCCAGAATTATGAGAAGAATTTCAAGAAAGGCTTATTAACAGACACCACATTGCCTCTGCTCACT 
GATAGTGCTCTTAGAGATGTGAAAATACCTCCCGGACCAAGGCTTCTCATTCT G CACATTCAGAGGG 
157 
 
 
ACCCAGAGATCAAAGATAATAGGCGAGGAAGTGGTCGTTGAATATCATCTAATCTAGTTTGCTGCCA 
ACTATCGTTTACCCATTAAACCTTAGAAAACACAGGAGTCTATGTTTTATAGA 
 
>CONTIG\181 
CACACCCATAACAATGGTGGCGACGAACGTGAAATCGGAGACGATGGCTCTGATGGACAAAAGGAGCGCC 
TTGGAGGCCGAGATGAACGCCATCATCGACCGCCTCTGCCAGCCTGGCGGCCT GCCTCTCCGGCAATC 
TCGTCGATTCCGAGGGGTTTCCTCGCTCTGATATTGATATTCCAGTTGTGAGA CTGAAAGGCACCGTCT 
TTCTGAGCTGCGGAATGATCACAAGGTGACAACGGAGAAAATAGATCAGAATAT CAAATTCTGCATTCA 
TCAAGGCTTGCTTCTAGATCATCACCCCCAAAAGAGTCAGTGCAAGGTAATCCTGAGGGGTCAAACAACC 
AAAACTCTCTAGTTGTGAGTGATGTTCCATCTGCATCCTCACACAATGTTGT C GAGGGATTCTTCAAG 
TGATATGGATGTTGATGTGATGGCCAGTATTCCCTTTGCAATGGTTGATGAAATAGCTGATGCATCACCA 
GCAGCAGAGGATGGTTTACAACTTGGAGACCAGATCATCAAATTTGGAAATGT GAAGCTGGTGAAAGTT 
TGCTACAAAGGCTCGCTTCTGAAGCTCAGACAAATCAAGGTTGTGCAATACCTGTGGTAATTATGAGGCA 
AGGTGCACCGATCAACTTAACAGTGACACCCAGAACATGG 
 
>CONTIG\182 
GAGATGCTACATCTTCATGATGCTGTTCAGACTGACTTGAAAAAGCTTTTAAGGAACCCTCCTTTAGTTA 
AGATCCCAAAAATAAGTGATTTGATCAGTTTCCATCCTTTATTTGGGGCCATTC TTCTTCGATCCGTGC 
GCCACTTGAAGAGTCTACCAAGGAAACAATGAAGCTGCGTGGTGTGACACTTTACAAGGAAGGCTCCAAG 
CCAAATGGTATTTGGCTCATTTCCAATGGGGTGGTCAAGTGGACGAGTAAGAGCAT AAAAACAAGCATT 
TGCTGCATCCAACTTTTACACATGGGAGTACTCTAGGCCTATACGAAGTGCTAAGTGGAAAGCCTAACAT 
TTGTGACATGATCACAGATTCTGTGGTCCTCTGTTTTTTCATTGAAAGTGAGAAAATATTTTCAGTTCTC 
AGGTCAGATTCCTCTGTAGAAGACTTTCTGTGGCAGGAAAGTGCTATTGTTCT GT AAAGTCCTGCTTC 
CCCAGATATTTGAGAAAATGGAAATGCAAGATTTAAGGGCTCTTGTTGCAGAAAG TCAATAATGAAGCC 
ATATCTTAGGGGAGAAACTATAGACATTCCTCACCATTCCATTGGGTTTTTATTAGAAGGATTTATTAAA 
ACCCAAGGTGTTGAAGAACTGATTACATCACCTGCAGCTCTGTTGCCTGCGCATGGGAATCTAAGCTTCC 
AAAATCTGGAAACATCAGGAGCCAGTTTTTCTCATCAAGGATCCTCATATCA GT GAAACAAGAGCAAG 
AGTGATCATTTTTGACATGTCTGCATTGGAAGCTGACAATGCTCTCCAACAAAG TCATCCTCGGTACCC 
CATTCAGCTGATCACTCTCATAGATCCCTTA 
 
>CONTIG\183 
TGTCCATTCTGATGTGGAGGCCAAGTTAAGACAGTTCCTAGTTGAGCTGGGGAATAATGAAAAAATACTT 
GGAATACAGGTATGTGCCTACAAAGATGGAGAAGTTATAATCGACACTGCTGCTGGAATGCTTGGTAGAT 
ATGATCCTCGTCCAGTGCAGCCTGATAGCCTTTTTCCTGTTTTCTCTGCAAAAAGGCTATCACAGCGGG 
AATGCTGCATTGGCTGGTTGACAAAGGAAAGCTGACGCTTGAGGAAAATGTGGC AA ATTTGGCCGGAA 
TTTGGATCAAATAGGAAAGATCTCATCAAGGTCCATCATGTGCTTAACCATCATC GGTCTTCATAATG 
CTTTATCAGACATCCTTAGAGAAAATCCTTTACAAATGTCTGATTGGGATGAATG TTGAATCGCATTGC 
TGTGTCAGTACCTGAGTCTGAACCTGGCCAGGAGCAGTTGTATCATTATATT CT GGCTGGCTATGT 
GGTGGCATTATTGAGCACGCATCTGGGAAAAAATTTCAGGAGATTCTTGAAGAATCATTCATTCATCCCC 
TTCAAATTGAAGGCGAGTTATACATTGGAATTCCTCCAGGTGTGGAATCTCG CTTGCAACACTTACGCT 
AGATAAAGATGATTTCCAGAAGCTCTCAGGGATCGGCAACCGTCCTGACATGCCCTCCACGTTCCAGCCT 
GGTGATATTTCCCAAGTTGTAACCACCCTGCCTGTTGTATTTAACATGCTCACA TCGTCGTGCTATCA 
TACCTGCTGCTAATGGACATTGCTCAGCCCGTGCACTTGCACGGTACTATGC GCCCTAGCTGATGGTGG 
TATGGTACCCCGGCCCCATTCCTCTTCTTCC 
 
>CONTIG\184 
GAATTCCAGAGGTTACAAATCAGTGAACACGAACCCCGCTATGTATAGAAGAAA GCGACGAAAACCTC 
GTCGGACCTTACGCTGGAGATTACTTCGTTCACAAGGTACCGGAAAAAGCTCCTCCGGTAACCGGACCTC 
CAAACGCCGGGTTTTGGCCAGAAAAACAATTCTCCGGCGGCGGTTTCCAAACGAGTGCACCGGAACAACA 
GATGTACATGATTCCAACTCCTGGTACAGTTTACCATGCTGCACCAATGGTCCGACCGGCAACCGTACCA 
ACCACTCAAGGCTACTACCACAACATGCAGCGTGTTCCCAACGACGTTTACGGAGCAGCCGGTTTATA 
ATATGGTCCCACAACAACAACAACACGCCCAGCCGCCGCCGCCGCCGCAGCAG AGCAGCAGCTGCCACC 
GATGTCAGCTCCACCACAACCCGTTTTGCCGCCACAGCCGCCGAAAATGGTGGC TACACGGAGGGGTTC 
GGAGTCATGCGACCGGGTGGCGGTGGTGGAATGGGGGCCGTGGAAGCGGGTG GCTACGCGCCGATGG 
TGACGGCAGCATACGACGGTGCAGTGGGGAGGCAAGTTTATTATACACCGTATCAGGGTGTTGGCACGGC 
GGTTGGTGGTGATATGAGGGCAGCTGGGGCGTTGGGTCAAGAGGGTAACAAGTT ACAAGGTTTCA 
CAAGCTTCTGTGTGATCATGATAATATAGTTTACAATCAAAAATTGGAGTATATA ATTACTATAATTT 
158 
 
 
CAATATTTAAGTTGATTCTGTGTTTATTTGTTTTGGTATTTAATATATGATGATGATTTGTATACACTAA 
TGGAGATGGGAATGAGTTTGTCTTTGTGATTAGTGT 
 
>CONTIG\185 
AACTAAACACCAATAATAAGAAGAATTTGACTCATCAAAATCAAATCCTCCACGG AGTGGCAGTGGCAG 
TAGGAGTATAAGGATGATGGCTTCCTCCTCCGCCTCCTTGGCCGAACAAGCGGGC CCTCCTGCTCTT 
CCTTTGCCCCCTCCCCCTGTTGACAAGTTTATGATTGCGTTGTGCCAAATAACCG ACTCCCGATAAGG 
AGAGGAACATCGCCCATGCTCGTAGCAAGATCCAGGAGGCTGCCGCTAAGGGCGCCAAGCTTGTTCTCTT 
GCCCGAAATATGGAATAGTCCATATTCAAATGATTGCTTCCCTGTCTATGCG GGACATTGATGCAGGT 
GGTGATGCTTCTCCTTCCACAACCATGCTCTCTCAACTTTCTCGTAATCTCCA AACTATTGTTGGTG 
GCTCTATACCCGAACGCTCTGGAGATCGAATTTTTAATACTTGTTGCGTCTTT GTACTGATGGGAACCT 
CAAAGCTAAGCACCGCAAGATACATCTCTTCGATATTGACATTCCTGGGAAGATTACCTTTATGGAGTCA 
AAGACTCTCACAGCAGGGGAGACTCCTACCATTGTGGATACAGAAGTTGGGC AATTGGTATAGGCATCT 
GTTATGACCTTCGGTTTCAGGAACTGGCAATGATATATGCAGCAAGAGGGGCTCACTTGCTATGCTATCC 
TGGGGCATTTAACATGACTACTGGACCATTGCATTGGGAGTTATTGCAGAGGGCAAGGGCTGTAGATAAT 
CAGTTGTATGTAGCAAACTTGTTCACCTGCTCGAGAGGCTGGGGCTGGTTATGT GCTTGGGCCACTCCA 
CTCTTGTTGGACCATTTGGAGAAGTCCTGGCAACTACTGAACACGAGGAGGCTAT ATCTTGGCAGAGAT 
TGATTATTCATTACTTGAGCTCCGAA 
 
>CONTIG\186 
TATCCCCCAAAAAACCAAACCCATAGCTATGGCTCAGTCAACCTTGATCTGGCTGCGTTGGCTCTACTG 
CTCGTTTCGTCAACGCTGGGCAGCTCCGACGTGCCCTTCATCGTGGCCCACAAGAAGGCCTCCCTCACCA 
GACTCAAGTCCGGCGCCGAACGCGTCTCCGTCTCCATCCATATCTACAACCA GG T CTCGACTGCATA 
TGATGTGAGTCTTACTGATGATTCATGGTCTCAAGACGTATTTGATATTGTC GCGGTAACACGTCAAAC 
TCATGGGAAAGGCTTGAAGGTGGTGGTCTTCTAACCCACTCATTTGAATTGGAGGGCAAAACAAAAGGAT 
TGTTCTATGGTGCTCCAGCTGTCATCACATTCCGTATCCCCACTAAGGCTGCTCTACAGGAGGCATATTC 
AACGCCAATACTGCCTTTAGATGTCCTTGCAGATAGACCTCCCGAGAAGAAGTTT GGGGGTTAAGAGA 
TTGCTGGCAAAATATGGCTCTCTAATTTCTGTGATCTCCTTTATGGTCCTGT TG TACCTGATCGTCA 
CCCCATCCAAATCCAATGCTGGCAAAGGAAGCAAGAAGAAGCGCTAAACAGC GAGATTAGATTTTAAT 
GGATAGTTGTTGAGGCAAAGAGCATGCCCATCAGTTGCCATTTTGTCTTTTGATTTGCCTCCCCACTTC 
TCTCTCTTTTCTTTTACTCCTTTTTGCCCCTCGTTTAGGACCTTTGTTGGGAATTTTAATTGAACTTTAG 
AATGTGCAACAAATAGCCATGCAGAAGACAGCTTAAACATTTTTTTTGAGGACT ACTTTATGTAAGCTG 
TGTTGACTATTAGAATCTGGCAACTATAGTCGGGTCTAGGATTGCGTTCAAAGTTTTAAACTTTACGTTT 
TGAAC 
 
>CONTIG\187 
TTTTCCAAATGGAAAACTATTCCTACTCTTCCTACCCTGATTCCGGAGACTCCTC CCTCGCTCTCGCGA 
AATCGACTGCGAAAACCAGTCATGGGAAGAGCCTCCTTCTTCCAACTACAAGGTCAAATTCATGTGCAGC 
TATAATGGTAAGATTCAACCTAGGCCTCACGATAACCAGCTCGCTTATGTCGGC G GAAACCAAAATCC 
TAACCGTCGATCGCAGCATCAAGTTCAACGCTATCAAGTCTAAGCTTTCTTCGATTTGCAACGACGCTGA 
TCTTTGCTTCAAGTACCAACTCCCCGGCGAAGATCTCGACGCTTTGATTTCT TGA GAATGATGAGGAT 
CTCGAGCACATGATGTTGGAGTACGATCGGTTGCTTCGCGGTTCGGCTAAGCCTGCTAGGCTCAGGTTGT 
TTCTGTTTCCGGTGATTTCTTCGCCGCCGAGTTTTTCGACCGGCGATCCGAA G AGCGGCAGTGGTT 
TGTGGACGCTTTGAATTCTGTTCAGTTGGAAGGCTCTTCTCCGCCTGCTGCGGCG GGCGGCTGCGGGG 
AATCCGGATTTTCTGTTTGGCTTGGACAAGGGGTTTCCGGCTATTCCAGCGGCGAAGTTTCAAGATTCAG 
CGCCGGCTCAGACGGCTCCGGATGTGGTTACGACGAAGGACATGTCTGCCGATC GACTGTGGATCGGA 
GGACCGCCACGTCGTTTCCGATCCACAGTTAATGTCTCAGGCGGAGATCCAGAGA AGATCCACGAATTG 
CAGAGAATGCAAATCGCGAATCAAGAGCAAAGCAGCGATGTATCAAAGAAATCCG TGAAATAAACCCT 
AGGGCTTACGTTGGGGGACTACTACACTCAGAAAGTACCGGAAAAGATTGCTCCGGCGCCTGTTCCGGTA 
CCGGTGCAGATGCAGATTCCGCCGACGTACATCCCGGAACGACACATGACCCGCCGGAGGAGTCTATC 
CCATGGCGGCGCCGCCTCCGCCCGGTGCGGCGGAGCACCAAATGTATCTGATC AACACCAACTGGTGT 
ATACCAGGCTGTACGACCGGTAACCGGTCCAGTCAATCAAAATTACTACGGG C A AGGGTTGTACAG 
GAAACTTACCGGGAACAGCCGGTATACAATGCAGTAGCTCAACAAGGAAAGTCGT GAGGGGCTTATA 
ATGAGGGGAATATTCCAATGGTGCAGCAGCAGCAGCAGCAGCAGCAGCAAATGTATT TACGACGC 
 
>CONTIG\188 
CTTAGCACTAGAAGTTGCAGTTGCAGTTGCAGTTGCAGTGGACTGGTTGTTCT TTCAACAATTTCTAT 
159 
 
 
TCAATGGAGCATGATCATTGTGGGTCATCAAGAACTACTCGGAAGAGAAAGTTTC AAGAAGATGGTA 
TCTTGAGCTTCTCCATGGACAATCTCAATCAAGACCTTCTTGAAAGGGTCCTCTCATGGCTTCCAACATC 
CACATTTTTCCGCCTTAATTCAGTGTGCAAGAGATGGAAATCCGTTGCAGCTCTGTGAGTTTCAAGCTT 
GCCTGCTCTCAAGTTCCTTCTCGGGATCCATGGTTTTTCATGGTTGATCCCC T TCAATCAATCAATTG 
TCTTTGACTCTGCTGAGAGAAGTTGGAAGAAACTTGATCATCCACCTCTCCTCCAGAAAGACTCTAACCA 
AAATTCCATGCCTGTCGCAGCTTCTGGTGGCTTGATCTGTTTCCGCAATTTAACAGGCAACTTTATTATA 
TGCAATCTCGTGACAGGATCCTGCAGAGAACTCCCTCCATTGGATGCAACCCAACGAAATCAAACCATTC 
ATGCTATTGTGATGAATACATCTTCTGAATACAGTGGCTCCTACAAGCTTGT T A TCTATGGTGAACT 
TCCAAAGCTCTCATGTATAGTCTATGACTCAAGCATTGGTTGTTGGGAGTGGCTGCATTAATTAGG 
AAGGTTGAAAATTCTCTAGAATTTGATTCTGATGATGACAATGCTGTGTATT TCT AGTAAGGCTGGAA 
ATTTAGTGGCAACCAACATGCAGAGAAGCCCATCTAAGCAATACTCGTCGGTTA TACTAGTAAAGATGG 
TGAGGA 
 
>CONTIG\189 
TCGGAAAGCTCTCAGAATTATTGGTCTCCGGCAACCGTGCCGGGTTTTCGGACA G TTACGAGTCCTAG 
AGGTCCATTGGAGCTGAATAAGTTGCAATCACCTAGAGGTTTAAAGAACTACGACCTTGGTGGAGTTGGA 
TTGGGTATTGTTGCTGCTCTTGAGAAGTCTAGGGAAGGTTGTGGACGTGAATTTTGGCCAAATATGCTG 
TTGCTACTTCCAATTTGAATCGATCAAGTCCTATTCCAGTTGATTCTAGCAAAAGGACCAGTACTTGTGA 
TAGGTATGGTAATAAAGGTTGTGAGGAACTTCTTCAAGGCGATAATTGTGAGGAA TTATACTTACGTG 
ACTTGTCATGGCCAAGGCAAGTCCATAACTAGGGTGTTTTATGAGGAAGATAATT TAGAACAAGTGGGC 
ATCAAAGAAATGGTATCCAAAGATGTAATAAACTCGGCACTGTTACTGTTAAG AATCGAGGCCAAGATA 
CGAGGAAGATTTTTCAGCGTACCCAACTACATATTTTCTCAGTTCATGTCAC TGTGCGGGAAAAAACTC 
CATGGCAAAGACATATACATGTATAGAGGAGAGAAAGCATTTTGTAGCCCAGAGTGTCGGTCAAGGCAAA 
TAATGATGGACGAGAGAAAAGAACAACAGTGCAGATCAGAAGCACCAAGATTGCAGACGTTTCAAGTTC 
ATCATACACAAGAGGCCAAATTTTCTCAACTGGGATCGTAGCAATTTAGCTTTTTTTGGCCGAAACAAAG 
ATGACCACACACCAAAATTAGTGGTGGTCATGACCCAGATGCATGGTGATAA CAG CCTTGAGTATATA 
TATACAATATAC 
 
>CONTIG\190 
ATTCTGGGATCAACCTTGACTGGAGAGTTTGAGAATGTGAAACTCCTTAATGAACTCCTCACTGAAAAGA 
ATAAGGAGACAGGATGGGACACCCCAATTCATGTTGATGCCGCTAGTGGCGGT TTATTGCCCCATTCAT 
TTACCCTACTCTTGAGTGGGATTTCCGTTTGCCTTTAGTGAAGAGCATAAATGCT GTGGTCACAAGTAT 
GGCCTTGTCTACCCTGGTGTTGGCTGGGTTGTTTGGAGGACTAAAGAGGACTTACCTGATGACCTTGTCT 
TTCACATCAATTATCTTGGATCTGATCAACCCACATTCACCCTCAACTTCTCCAAAGGCTCTAGTCAAAT 
CATTGCTCAATATTATCAGTTTGTTCGGCTGGGCTTTGAGGGTTACAAGAAGTC TGGAGAATTGCTTG 
GAGAATGCCAGAGCACTGAAAGAAGGAATTGAGAAAACGGGGTTGTTTAACAT GTCTCCAAGGATGTTG 
GAGTACCCCTGGTAGCCTTCTCTCTCAAAGACAGTAGCAAATACGATGTGTTTGAGA ATCAGGGAGTTT 
GAGAAAGTTTGGGTTGGGATCGTTCCAGCCTACACAATGCCACCTAATGCTG CA ATTGCTGTTCTTC 
GTGTAGTAATTAGAGAGGATTTCAGCCGGGCCTTGGCTGAGAGACTTATTTAG CA AGAGAAAGTTAT 
GAAGGAGATGGAGACACACCTCATCCGTGTTTCCACCAAAACTGCCCATGTA GC ACTGTTGATGAG 
ACGCAAGACGGAGATGATGGAGGCAAAAAGCACATAAAAAAGAGTGCGAGGGAGACTCCGGAGGAGATAG 
CCACCTACTGGAGGCAGCTTGTGGCTCGCAAGAAAACTGGAGTTTGCTAGTCCTCCAAATTAAAAGCACT 
GTCTGCTCCTTTATATATATATATATATATATTTAAAGGCATTGTCTTCTGCAATTTTTTGTAATATTAA 
TGAAATTGCTTGGCTTTCTTCAGGACTGGATGTATTAACTTTGTATGGGATT TTGATGAGTTTGTTTTA 
AATATGGTTTTCACTATAAAAAAAAAAAAAAAAAAAAAAAAAAGGGCGGCCGCTTAATTAACCTCGAGGA 
GTGGTCCCTATAGTGAGTCGTATTATAAGCTAGGCACTGGCCGTCGTTTTAAACGTCGTGACTGGGAAA 
ACTGCTAGCTTGGGATCTTTGTGAAGGAACCTTACTTCTGTGGTGTGACATAATTGGACAAACTACCTAC 
AGA 
 
>CONTIG\191 
AGCGAAGGACCTGAGAATTTAATCGAAAGGCTGTGTGTTTGTGTTTTTTGTGTTC GTTCGTGTTCGTA 
AACAGAGAGTCTGGTTTTGTTTGATGGCGGATTCGTCGAAAGAAGAGTTGGTTCAGCTGATAAAGCGCTT 
CGGCACTTATCTCACCGTCAAGATTTCCAATCATCTCCCGATCTCTCTCCAG G TGGATTCACGATCT 
GTTGGGGCTGTTGCGGGGCTTGCTGTTGCAATAGTCTTCACTTGGAGGCTTTTGAGATCACCTAGTCTAC 
CTCCAAGAAGGCAACCCAAACGGCAAGCTGGTACACCTAGTAGTTCTTCTGTTAGTACTCATTCCAATGC 
AACTTTGGTATCCTCTGGTGGTTCTTCGTCCTTGGAGGATTCAAGAGCTCAAAATGTTGTTGACGAGTTC 
TTTCAGCCAGTAAAGCCAACTTTGGGGCAAATTGTAAGGCAGAAATTGAGTGAAGGAAGAAAGGTAACAT 
160 
 
 
GTCGTTTGGTTGGAGTAATTCTTGAAGAAAGTAGTCCAGAGGATCTTCAGAAACAAGCAACTGTGAGATC 
CGCTGTGCTGGAAGTACTATTGGAAATCACGAAATTTTGCGATCTTTATCTCATGGAAAGAGTTTTGGAT 
GACGAAAGTGAAAAAAAGGTTCTTATGGCTCTAGAAGATGCTGGGGTTTTCACA C GGTGGTTTGGTCA 
AAGACAAGGTTCTTTTCTGTAATACAGAGAATGGGCGGTCATCTTTCGTACGGCA TTGGAGCCAGATTG 
GCATATTGACACAAATCCGGAAATCATTTCTCAGTTAGCTAGATTCATCAAATA C ACTTCACATATCT 
GCTATCA 
 
>CONTIG\192 
AACCTCTCTCTCTTTCTCTCTCTCTCTCAAAACCACACAAATGGCTTCAGTGACCATGCTCTGCATTGCT 
ATTGCTTCGCTTCTCTCACTTTTTGCTCTGGCAAACGCTAAAATCCCAGGGATTTACAGTGGTGGAACAT 
GGGAGAGTGCGCACGCTACATTCTACGGTGGCAGCGACGCATCTGGAACTAGTGGTGCTTGTGGGTA 
CGGAAATCTGTACAGCCAAGGCTACGGAGTGAACACGGCGGCACTGAGCACAGC CTTTTCAACAATGGC 
CTGAGCTGCGGTGCGTGCTTTGAGATCAAGTGCAACGAGGACCCAAGGTGGTGCAACCCTGGCAACCCTT 
CCATCATAGTCACAGCCACCAACTTTTGTCCTCCCAACTTTGCTCTCCCAAGTGAC ATGGCGGCTGGTG 
CAACCCTCCTAGGCCTCACTTCGACCTCGCCATGCCCATGTTCCTCAAGATCGCCGAGTACCGTGCCGGA 
ATCGTCCCCGTCTCTTTCCGCCGGGTCCCATGCAGGAAGCTAGGGGGAATCAGATTCA AATCAACGGTT 
TCCGATACTTCAACCTGGTACTGGTGACGAACGTGGCAGGAGCAGGGGACATA T GGGTGAGCATAAA 
AGGAGCAAACACAGAATGGATGAGCATGAGCCGTAACTGGGGCCAGAACTGGCA T CAACGCGGTTTTG 
GTGGGCCAGCCTCTTTCATTCAGGGTCACGGGAAGTGATAGGCGTACCTCTACCT T ACAACGTGGCGC 
CAGCTAATTGGCAGTTCGGTCAGACTTTCACGGGAAAGAATTTCCGTGTCTAA TAACTTTCATGGATTT 
CAAAATTTCCCCCCTTCAATTTTTTTTCCCTCTATTTTCCCGGGAAAATTTTGAAGTTAATGGTGGGAGA 
GAGACTGAGCAAATTAATAGTATATTAGTTGGGACTTGGGTGTATCGGGCTTTTT A AGGATATTAACG 
GAAAGCATGG 
 
>CONTIG\193 
TACTCACACTCCTACTACTACTATTAACAATAGCTCCTTCATTCTTGATGATCAC ACGCTAACAGCAAC 
ACCGGCTTGTTTTTCATGGAGAGTAACAACAACGAGGGCAGCAGTTCTTCTG GAAGGCTAAGATCATGG 
CTCATCCTCACTACCATCGTCTCCTGGCTGCCTATGCCAATTGTCAAAAGGTTTTGAACCAACAGGTTGG 
AGCACCGCCTGAAGTGGTGGCAAGACTAGAACAAGCTTGTTCAACAGCGGCTAATAT GGCCACTCAGCT 
TCCACAGGCTGTATTGGTGAAGATCCGGCGTTAGATCAGTTCATGGAGGCCTACT TGAGATGCTGACCA 
AGTATGAACAAGAACTTTCAAAACCCTTCAAGGAAGCCATGCTTTTTCTCCAAAGGATCGAGTGCCAATT 
CAAAGCACTTGCAGTTTCTTCTTCAGATTCTGCCTGTGTCGAGGCTGTGGATAGGAATGTATCTTCTGAA 
GAAGAGGTTGATGTGAATAACAACTTCATTGATCCCCAAGCAGAGGACCGAGA TTA AAGGTCAGCTTT 
TGCGCAAGTACAGTGGATATTTAGGCAGTCTGAAGCAGGAATTCATGAAGAAAGGA GAAAGGGAAACT 
GCCTAAAGAAGCCAGGCAACAGTTGCTGGATTGGTGGAGCAGGCATTACAAATGGCCTTACCCATCGGAA 
TCGCAGAAGCTGGCTCTTGCAGAATCCACAGGCTTGGATCAGAAGCAAATAAACAACTGGTTCATAAATC 
AAAGAAAACGTCACTGGAAGCCTTCAGAAGATATGCAGTTTGTGGTGATGGA C ACCCATCCCCACTA 
TTACATGGACAATGTCCTGGGCAATCCCTTTCCCATGGATATCTCCCCTACACTGCTGTGAAGTTGATAA 
TTATGCATGCATAATATGATGCA 
 
>CONTIG\194 
AAAAGAAACGGTAGGGTTTGGGTGAGTGAGTGAGAGAGAGACAGAGAGAAAT CT TGGCGGAGGAGCA 
TCGTCAACACCGTGAGGAGGAAGTGAAGGTGGAGGAGAAGGAGTCGCTGTTGGAGAAGATAACGGGGACG 
ATCCGTGGCCACGATGATTCGTCTTCGGATTCGGAGGACGAGAAGAAGAAGGAGAAG AGAGGGAGAGGG 
AGAGGGAGAGGGAGAGGGAGAAGGAGAAAGAGAAAGAGAGAGAGAAAGAGAAG GAGAGAGAGAGAGCG 
AGAGAAGGAAAAGATGAATATTAGCTCGCCACCACAATCGTCATCGTCGATGAAGA CAAGATTTACAGG 
CTCTTTGGGAGGGAAAAACCGCCGGTTCACAAGGTTTTCGGTGGTGGCAAACCTGCCGATGTTTTCTTGT 
GGAGGAACAAGAAGATCTCAGCCGGAGTGCTGGGTGGTGCAACTGTTATTTG GTTCTGTTTGAATTGCT 
TGAATACCACCTGTTAACTCTCGTTTGCCACATCTTGATTCTGTCTCTTGCAGTTCTGTTCTTGTGGTCC 
AACGCGTCCACATTTATCAACAAGAGTCGTCCACACATTCCAGAATTCCATATCCCAGAGGAGCCTGTTC 
TTCAGGTTGCCGCTGCATTGAGGATTGAGATCAACAATGCTTTTTCTTTTCTGCGGGATATAGCATCTGG 
AAGAGACCTAAAGAAGTTCCTCTCTGCAATTGCTGGCTTGTGGGTTTTGTCA GGGGAACTGGTGC 
AACTTCTTGACCTTGTTCTACATAGCATTTGTTTTGCTACACACACTGCCAGTG TCTATGAGAAATACG 
A 
 
>CONTIG\195 
CCGGATCGCATCTCTACCGCCAATTCAATCCGTCAGGCGTGCATAGACTATG TT C TCTATCTTGTGA 
161 
 
 
ATCATGGAATGGAGGAGGAGTTGCTTGGGAAAGTATTTGAGGAGAGCAAGATTTTTCTTGCTTCCTTT 
GGAGGAAAAGATGAAAATGCCTCGCAAGGAACATAGAGACTAAACACCCCTGTAAG TAAAACCTTGAC 
CCCACGTCGAGATCCGAAGGGCACCCATAAGAATAATGAAAAAGACTACAAA CATAGTACCTGTC 
AGGTAAAAGTAAAGCAGTGGCACAATAAATAGATTTTACAGAACAAGAAACGC CGATAAAAAACTGCAA 
CTGAAAACTCAGGTCTGCTGGAAAAAGATTACTTTCTCTTATTGCTCTGGCT AATGTAGAAGAGGAC 
TTTTTTGAAAAAGTGGGGGCCTTGGATAAACCAAATGCATTTCTTCGCCTTTTG A TATCCAGGTGAAT 
TGGGGTCTTCTGATGATGAAATATACGGTTCCTCTGCTCATTCAGATTATGGAATG TCACTCTCCTAGC 
AACCGATGGTGTTCAAGGACTTCAGGTCTGCCGAGAAAAATTCAAGCAACCCGGGTTTGGGAGGATGTG 
CTTCATGTAGATGGAGCCTTGATTGTGAACATTGGGGACATAATGGAGAGGT GACTAATTGTTTGTTCC 
GGTCAACACTGCACAGAGTGATGCTGTCTGGAAAAGAGCGCTATTCTGCAGCT TCTTCTTGGAACCCAA 
CCAAGACTGCATGGTGGAATGCCTGGAAAGTTGTTGCAGCGAGTCTTCTCCCCCAAGGTTTCCCCCAATT 
CGCGGTGGGGACTACCTGCAAGAGAGGCTCAGGCTTACATATGCCTCATAGGA AGAT TT 
 
>CONTIG\196 
AGTAACTCCAAACGTCCAGTTTCCGGCCCAATTCCCGGAGGACCAACCACCC AATTGATTGGTCTATAA 
AGCAAGCTCGGTCAATCAGGACTAACCTTACTGCAAGTGGACCAAGACCAACC AC GGGATCATACCA 
CTATGGTCTAGTTAACATTACCAGGACTATCAAACTAGAGAGCTCTGCTGCCAA TTGATCGCAAGCAA 
AGATATGCAGTTAATAGTGTGTCTTTTGTCCCAGCTGACACACCCCTTAAGATTGCAGACTACTTCAAGA 
TAAAAGACGTTTTTCGCGTTGGAAGTATCTCAGATAGTCCCCCTTATAAAAG TGTACCTTGACACATC 
AGTCATGGGTGCTGATTTTAGAGCCTTTGTTGAGATTGTGTTTCAAAACCATG GA CATTGTTCAGAGC 
TGGCACATTGATGGATACGCATTCTGGGTTGTTGGAATGGATGGAGGAGTGT CACCAGCTAGTCGAA 
AACAGTACAATCTAAGAGATGCAGTTTCACGATCCACCACACAGGTATATCCCAAGTCATGGACTGCTAT 
TTACATGGCACTTGATAATGTGGGAATGTGGAATGTGAGAACTGAGTTTTGGGC C GCGATACCTTGGA 
CAACAATTTTATCTCCGCGTATACTCACCCGTTGAGTCGATGAGGGATGAATATCC TTCCGAAGAATG 
CTCTTCTCTGTGGCAAGGCTGCAGGCAGAGAAACAAGACCTCTTTAAGCAAA AGCTGAAGAAGAATGA 
ATTAACCATTACTATTATATACAATCAACCTCAACTTGGGGGTTGCATTCTTTGCTACAAAGTTTTGCTT 
GGTTTTATAATTATGTAAAATTATCCAGCAATAAATTCTTG 
 
>CONTIG\197 
TCTACCGTGAATTTTGCGAGAGCTTTAAGTCTTCTTTCTCATCTTTCATGGGC CCACAATCACGGGCAT 
CTCTATGGGTCTCGGACCAGATGGTGAGCTCCGATATCCTTCACATCAGAGGCT TCAAAAGTAATAAA 
ATCACAGGGCCTGGAGAATTCCAGTGTTATGATAAAAACATGCTTAGCATTCTAAAGCACCATGCTGAAG 
CAACTGGAAATCCTCTATGGGGACTCGGTGGTCCTCATGATGCCCCCACTTATAATGAGTCACCCAACTC 
GAACAACTTTTTCAGGGACCATGGTGGATCATGGGAGTCGCCATATGCTGAC T TCCTTTCCTGGTAC 
TCAAACCAGCTTATATCTCATGGAGAACGTCTCCTCTCTCTTGCATCTTCAA TCAGTGAGACTGCTA 
TTACAGTATATGGCAAAGTCCCACTAATGCATTCTTGGTATAAAACTCGGTCCACCCTTCTGAGCTGAC 
AGCTGGGTACTATAACACAACCACTAGAGACGGTTATGAAGCGGCTACAGAGATGTTTGCAAGCAATTCA 
TGCAAACTGATGTTGCCTGGAATGGACTTATCAGATGAGCACCAGCCCCATAAT TCTCTCAAGTCCTG 
AATTATTACTTGCCCAGATCAGGACAGCTTGCAGAAAACATGGTGTTGAGGTCTCT ACAAAACTCGTC 
AGCTACAGGGGCTCCTGGTGGCTTTGAGCAGATAAAGAAGAATTTGGTGGGC ACAATGTTGTGGACTTG 
TTCAGTTACCAGAGAATGGGAGCTTATTTTTTCTCTCCAGAGCATTTTCCTCATTCACAAAGTTCGTGC 
GGAGTCTTAACCAATCTGAATTGCATTCAGATGATCTGCC 
 
>CONTIG\198 
ACATTCTTCTCTCTCAGCTCAGGTCGTATCTTCATTCATTATTTGATTTGACA ATATTTATACACACTC 
ACACATATATTATTGGATTCTGGGGATGGCCGAGGAGGGTTACAAGGTTAATTTGA TGTGTACGACCTA 
AGCCAAGGACTAGCCAGGCAACTTTCCACCTCTTTTTTGGGGAAGCCTATTAGGGTATATGGCACACAG 
GAGTCGTTGTTTATGGTAATGAATATTACTTTGGAGGAGGCATTCAACATGCTTC CTGGATCGACACC 
ATATGGTACACCTTTTCGGGTGGTTGATTTGGGAGTCACGCATGTCCCAAAGGATGTCTTTGAAATGTAT 
CTGCAGGAAATTAGCCCTCGGTATACAGCTGAAACATATAGCTTGCTCACACACAATTGCAACAACTTCA 
GCAACGAGGTTGCTCAGTTTTTGGTGGGTACAACCATTCCAGACTACATTCG GCTGCCTAATGAAGT 
TATGAGTAGTCCAATGGGTGCTCTTATATTGCCCATGATACAAAATCTGGAGACAACATTGAAAGCTGGT 
GCTGTCCCTCAAGTTCCACAATTTAGACCTGCAATGGCCCAGCCTTTGCAACCCGTGACCACAGCAAAAT 
CTGAAGCACCAACCAAGTCTGAGGATCCAAAGACAACAAAAAATGCAGTCCCAGC G TGTCAATCCTGC 
AGGAGAACAGAAATTAGTAGTCAATGGGGTTGTAGGAGACCCTCTAGGGAAGCTCGGAGCAAGGTGCAG 
GAGGAGATCAGCAATGAATTTGCTGCAATCATGGCTACCGGGTCATTGCGTGCAAGTGAGGCTGCAGCTC 
TTGCAACAAGAAGAGTTATGCAAAGATATGGGAATACAAGTTCTGCAGTGCCACAGGGTTAGAAGTTTAG 
162 
 
 
AATAATGAGAAGTGATTCTTTTTCAGGGTGGTTGCAACTTTTAACTGTTTAT G CGAGTGTGGGGTCT 
TTTTAA 
 
>CONTIG\199 
GAAGGCACTCTTTCCTTTCTTGAACACAAACCCAGTATATATATATATATATT TATCTTTTATCTCCAA 
CATCTAATTGGTGTGACTTTTGGTCTTTATCTCATACCTAACAGGCTAACAGGTTCAGGTACCTGACCA 
GCCACCTGCATTTCCACAAGGATGGCGAGGGAGAAGATCAAGATCAAGAAGATTGACAACGTGACGGCAA 
GGCAAGTTACCTTTTCAAAGAGAAGAAGAGGACTTATTAAGAAAGCTGAAGAGCTTTCTGTTCTCTGTGA 
TGCCGAGGTTGCTCTCGTCATTTTCTCTGCAACAGGAAAGCTCTTTGAGTTTTCCAGCTCAAGTATGAAG 
GAAATACTTGAAAGGTATCATCTGCACTCTAATAGCCTTGAAAAAATGGACCA CCTTCTCTTGAACTGC 
AGCTGGAGAATGGTAACCACGTTAGATTGAGTAAGGAAGTGGCAGATAAGACCA CC ACTAAGGCAGAT 
GAGAGGAGAGGATCTCCAAGGATTAAATTTAGATGACTTACTGAAATTAGAAAAAGTTCTTGAAGCCGGA 
CTTACCCGTGTGCTTGAGTCTAAGGAAGAGAAGATTATGAATGAGATTAGTACACTTGAAAAAAAGGGAT 
CTCAGTTGGTGGAAGAGAACAAGCAACTAAAACAGAAGATGATGATGTTGTCCAAGGGAAAAAGATCCAA 
TCTTGTGGACTCGGACATCATGATCCAAGAAGAAGGCATGTCATCGGATCAGTCTGTCACCAA 
 
>CONTIG\200 
GGAAGCAATTTGAAAGCAGTAGTGTTATCTGTGTTCCTTTCAACCCTTTTGTTTTC CTGGTCATCTCTG 
CTTCCAACAATAGGTTGGTTAGGATTGGACTGAAGAAGATTAAATTCGACCAAAACAACCGCCTTGCTGC 
GTGGCTCGAGTCCAAGGAGGCACAGGCTGTAAGAGCTTCTGTTAGGAAGTATCAT TCCGCAATAGTCTT 
GGGGACTCTGATAAGACAGATATTGTTCCATTGAAGAACTACTTGGATGCTCAGTATTTTGGTGAGATTG 
GCATTGGTACTCCCCCTCAAATTTTCACTGTAATTTTTGACACTGGCAGCTCT ATCTGTGGGTGCCATC 
GGATAAGTGCTTTTTATCGCTTGCGTGTTATTTTCATTCTAAGTACAAGTCAAGTGAGTCGGAAACGTAC 
AAGAAGAATGGGACATCTGCTGCTATCCAGTATGGTAGTGGAGCTATTTCTGG TTAGCTATGATG 
ATGTCAAAGTTGGGGACCTAGTTGTAAAGAGTCAGGAATTCATTGAGGCAACTA AGAGCCTGGTGTCAC 
ATTTTTGGTGGCAAAGTTTGATGGCCTATTAGGACTTGGATTTCAGGAAATTTCAG TGGAAATGCTACT 
CCTTTGTGGTACAACATGGTTGAACAAGGTCTTATTAAAGAGCCAGTATTTTCG CTGGCTCAACCGTA 
AAACAGAGGAAGAAGCAGGGGGTGAACTTGTCTTTGGTGGGGTAGATCCAAATCA TTCAAGGGCAAACA 
CACTTTTGTTCCCGTGACACGGAAAGGCTATTGGCAGTTTGACATGGGTGAT TTCTTATTGGTGGTAAA 
CCAACTGGCTATTGTACTGGCAGTTGTGCAGCTATTGCAGATTCTGGAACTTCCCTAATGGCAGGTCCAA 
CGACTGTGATTACAATGATAAATCAAGCAATTGGAGCCAATGGAGTTGCTAGCCAGGAATGCAAGGCAGT 
TGTTGAGCAGTATGGACAAACAATTATTGACTTGCTTGTAGCTGAGGCAAACC G GAAGATCTGCTCC 
CAGATTGGATTGTGTACGTTTGATGGTGCCCACAGAGTTAGTATTGGCATTGAGAG GTCGTGGAAGAGA 
ACAGTGGCAAAGCATCTGGTGGAATTCGTGATGCTATGTGCCCTCCTTGTGAAA GCAGTTGTGTGGAT 
GCAAAGCCAGCTAAAGCAGAATCAGACACTAGATTATGTGCTGGCCTATGTAATGAGCTTTGTGATAGG 
GTGCCAAGCTCAATGGGAGAATCTTCTGTGGATTGTGGAAATATTTCTAACATGCCTACTGTTTCCTTCA 
CAATTGGTGGAAAAGTTTTTGACCTCAGCCCACAGGAGTACATACTGAAGGTGGGTGAGGGTCCTACGGC 
TCAGTGCATCAGTGGCTTTATGGCTATGGACATTCCTCCTCCTCGTGGACCTCTCTGGATATTGGGGGAC 
ATCTTTATGGGTCGCTACCACACTATCTTTGATGCTGGTAAACTGAGAGTTG T GCAGAGGCAGCAT 
AAACAATCTACCCTGGCTGTGATATCTTTATCTGTATGCTGTCTGTGTGA 
 
>CONTIG\201 
GAGAGAGAAAGAGAAAGGGTTTTCCTTTCTTTCTATATAGCAATATATTGCCTCCT TTTCTCTCCCATA 
CTCTCTGAACAAAAAAACCACCTCTCTTCCCTTGCTCTCTCTCTCTCTCTCC TT TGAGCTCCCAAACC 
ACTCATTCTTTCAAATCCAAGAATGGGTGATGAGAAGAAAGCCAAGTCCATTGGTGTGTGGCCAACAGTG 
AAGCCTTTTGTTAATGGTGGAACTTCTGGTATGCTCGCTACCTGTGTTATCCAACC ATCGATATGATCA 
AGGTGAGGATTCAATTGGGTCAGGGATCAGCAGGCTCGGTAGCGAGGAACATGCTT AGGAGGAGGGCTT 
TGGTGCCTTTTACAAGGGGCTATCTGCTGGACTACTCAGACAAGCAACATAT C C GCACGACTTGGA 
TCATTCAAGATTTTGACGAACAAAGCAATTGAAGCCAATGATGGAAAGCCGCTACCTCTTTATCAGAAAG 
CTTTGTGTGGGCTTACTGCTGGTGCTATTGGAGCATCTGTTGGTAGTCCAGCAGATCTAGCACTTATCCG 
TATGCAGGCTGATGCCACTTTGCCAGAAGCCCAGAAACGGCATTACAAAAATGCCTTCCATGCACTCTCT 
CGTATTGTTAAAGATGAGGGAGTTTTGGCACTCTGGAAAGGTGCTGGACCTACTGTAGTGAGAGCAATGG 
CACTGAACATGGGAATGCTTGCTTCTTATGATCAAAGTGTGGAGCTTTTCAAGGAT ATCTTGGTTTTGG 
TGAAGGTGCTACAGTGATAGGTGCTAGTACCATTTCAGGGTTCTTTGCTGCAGCTTGCAGTTTGCCATTT 
GATTATGTCAAAACCCAGATTCAGAAGATGCAACCTGATGCTGAGGGGAAGCTTCCTTACTCTGGCTCTT 
TAGATTGTGCGCTCAAAACCCTGAAAAGTGGAGGACCTTTTAAATTTTACAC GGATTTCCAGTATATTG 
TGTTAGAATTGCCCCCCATGTCATGATGACATGGATTTTCCTCAACCAGATT AAAGCTGGAGAAAAGT 
163 
 
 
GTTGGTTTATAGTTTCTCTGCAGGGATGGGGATTTCTGTACTGGTGAAGCTTT TAATGTTATTTTTCA 
CTGTCTTGTAGTTTTTGCTGATTTGACAGATTCACACCCTCAAAGTAAAACCATTTATTCAGAAAATTTC 
ATTGCAGTTGAAGTAGGGATCTACAATTTTCTAAGTTGTATTAGTTATTTTTAGGGTGTGATTGAAACAG 
AG 
 
>CONTIG\202 
GCAACAAACAAGTGATCTTGACGGACTATGTGTCTGGTTTTCCTAAAGAATC TATGTACTTGAACGC 
TTCTGGTACCATAAAGTTGAAGGTTCCAGAAGGTTCCAACGCTGTTCTTGTGAAGAATCTGTACTTGTCT 
TGCGATCCCTACATGCGTGGTCGTATGAAACAGCCCATTCCTGGGAATGAGACT ACATCGAACCCTTCA 
AACCTGGTTCGCCCATTGTTGGATATGGAGTAGCTAAAGTTTTGGATTCTGGGCA CCAAACTTCAAGAA 
AGGTGACTTGGTTTGGGGAATAACTGGATGGGAAGAATATAGTCTCATTACAGCAACACAGACTCTGTTT 
AAAATTCATCACACTGATGTGCCTCTCTCCTTCTATACTGGACTTCTTGGTA GCCCGGTATGACTGCTT 
ATGCTGGTTTTTATGAGATTTGCTCTCCTAAGAAAGGAGAGCATGTCTTCATTTCAGCAGCTTCTGGGGC 
AGTTGGTCAACTTGTAGGACAGTTCGCCAAGCTATTGGGCTGCTATGTCGTTG AA GCTGGAAGCAAA 
GAAAAGGTTGATTTGCTGAAGAACAAGTTTGGTTTCAACGAGGCCTTCAACTACAAAGAAGAGCCTGACT 
TACGTGCAGCTTTAAAAAGGTACTTTCCAGAAGGCATTGATATTTATTTTGGAATGTTGGGGGAAAGAT 
GCTTGATGCAGTGCTACTCAACATGAGGGCCCATGGCCGCATTGCTGTATGTG G ATTTCGCAGTAC 
AACCTTGAGCACCCTGAAGGTGTGCACAATTTAATGACTGTGATTGGGAAACAGGTCCGGATGGAAGGAT 
TCATGGTTTTTGAATACTACCACCTCTATCCAAAGTTCCTGGAGTTGGTTCCC ACATCAAAGAAGG 
GAAGATAACTTATGTGGAAGATGTAGCTGAAGGTCTGGAGAGTGCCCCAGCAG ACTGATAGGGCTCTTC 
ACCGGCCGTAATGTTGGAAAGCAGGTAGTGGTAGTTGCTCGTGAATGAATGA 
 
>CONTIG\203 
AAAGAGCAGAGAGCAGAGAGCAGAGGTAGATCTGGTTCTAGTTGAGTTGAGGATTTGTTGAAGTTGCATA 
TCCATGGCTTCCAAGTTGGTGTTGATTTCAGTCTTCATCTTGGACATCATTGCTT GGTTTGGCCATTG 
GTGCTGAGCAGAGGAGAAGCACTGCCACAATTTACAAAGATAATCAACAAGACTATGATTACTGTGTTTA 
TGACTCGGACATTGCAACGGGCTTGGGTGTGGGTGCACTTTTGTTCCTCTTGG AAGTCAAGCCCTTATA 
ATGGTGTCAAGCCAATGCTTCTGCTGTGGAAAGCCTTTGAGTCCTGGAGGTCA AGCCTGGGCAGTTA 
TTCTCTTCATTACCTGCTGGTTGTTTTTCTTGATTGCTGAGATTTGCTTGCTAGCTGGCTCAGTTAGAAA 
TGCCTACCACACAAAGTACAGAGGAATAATAGGTGGAGATACTCTCTCCTGCGCAACCTTGAGAAAGGGA 
GTTTTTGGGGCAGGGGCAGCATTCATTTTCTTCACTGCCATAGTCTCTGAGTTT ACTATGTTTGCTATT 
CCAAGGCCAGGGAAAGCTTCCAGCAATATGGTAGAGAGCCTGCTGTGGGTAT GGAACCTACAAATGAGC 
TTTGTTAAGGTCATCAGTTCATGATCGTTACTTTGCAAATAGATGTGACCGTGTGGACTCTTTGATTTGC 
TCAGTCCATTGCCTGTGTTTGAGTTTCATCTCATGTAGTAGGTGTTCAATTAGT GGATATAGCTTGTA 
TTCTAAGTTGATTTTCACGATATTTTTTCCCCTTGCATGCTACTGTGTATTTTTTTGGACTGTCAAATAC 
ATATATCAATAATAGAAAGCCATTGCTTGTGTTATA 
 
>CONTIG\204 
CCCTCTCCTTCATGTGGGCACCATGGTTGAGCACACCAAGAAGGATACACACC A TCAAACCCTCCACC 
CTTCTCTTGCTCATCCTTCAAAGACATCCAAAGCCTCTGCGAAGAAGAACCCAAG CCAACCCGAGTCC 
CCTAAATCACCCTCCATTTTCCACCGGGTCCGGATCTCCGCCTCGCTGCTCCGCA C GGTCCCACCGCA 
ATGCATACCCACAACCATCAAAACCGTCCATCACTCTCCCCGGCGCCGATCAA CATCATTCTCTATTT 
CACGAGCCTCCGCGTCGTGCGCAAGACTTTCGAGGACTGCAGAGCCGTCAGAT AATCCTCCGAGGTTTC 
CATGTCCCAATCGACGAACGAGATTTATCGATGGACTGTCAGTTTATGGACGA CTGCAAGGGATCCTAG 
GTTGTAATAAGCTGACAATGCCTGTAGTTTTCATTGCCGGGAGATACATTGGTGGG CCGAGGAGATTAG 
GCAGCTCCATGAGAGTGGAGAATTAAAGAAACTAATCGAACGGTTGCCAGTG TGGA CGGAGCGTCTGT 
GATCTGTGTGGAGGGCTTAGATTTCTTTTGTGTGATCTGTGTGATGGGAGCCACAAGGTCTATATGGAGA 
AGATGGGTTTCAAAAGCTGCTCGGTTTGCAACGTGAACGGTCTGATCAGATG CCTACTGTTCTTCGTC 
GCCCCACCGCCGAACCAAATCCATGATCAAATAGGAAAAAGCCCAATTAAGTTTCTTTTTAGGCCTTTTC 
AACATAGGAAAACCCAAATAAGTTCATTGTTTAGAAGATCTGGTTATGGTATCTCCTGCTATTTCCATCT 
TTATTTAGAGTTTAGAGTTTTAAATCCCTTCTCGTCCTTTGTAATTATAGACTTAT 
 
>CONTIG\205 
CCTCCAATCCATCAAGAAGCAAGAAGAACTTTGTCTAAAGTTTGGTTTTTTC A AAGATCGATCATTGT 
GGTGTTTGCCTTGACTAGCAAAACATAATAGGGAAAATGGAAAGCAAGGTGGCATA CAGAATGAACTCA 
ACCTCAAGGCAACCGAACTTAGATTGGGGTTGCCAGGAACAGATATTGAAAG GAGGAACAAGCACTTTC 
TTGTGCTAGAAACAACAAGAGGCCATTGCCTGACAACACCAAGGAGTGTGGTTAAAGGGCAGTTCTGAT 
164 
 
 
GATGCTCAACATTCTGACCATGAAGCTGCCCCTCCTGCCAAGGCACAAATAGTGGGGTGGCCTCCAATCC 
GATCCTACAGGAAAAACAACCTGCAGCCAAAGAAGACTGAAGCTGAGGCTTCT TATTTACGTGAAAGT 
AAGCATGGATGGAGCCCCTTACCTCAGGAAGATTGACTTGAGGGTTTACAAGGGTT CCCAGAACTCCTT 
AAGGCTTTGGAAAACATGTTTAAATTCACTATAGGTGAGTACTCAGAGAGGAG CTACAAAGGGTCAG 
AGTTTGCACCAACTTATGAAGACAAAGATGGTGACTGGATGCTAGTTGGAGA GTTCCATGGGATATGTT 
CATGTCATCCTGCAAAAGGCTGAGAATCATGAAAGGATCAGAAGCTAGAGGG T G TGTGGCGTTTAA 
AAGGCCCTCAAGCCACAGCAACCCAAAAGGGCTGGAGGAGAAAAGATTTCACTG CATTAAGGGCAAAAC 
TCTCAGCTTGTGTTCTCGAAGAAGAAATTTGGATTTGAATATTGGTCTCGTG T AAAGTCTCTGGTGT 
TCGACTTGGGGAAGCATAGACAGAAACGTAGAGCAGTTACGGTTTTATTTCC GACATTTTGCAGCAACA 
GCTAGCTGTGGTGGTTTGAGCATCTCTGATGCATATTGTATTTTTGCCTCTA TGA TCTATCAAGCCAA 
AACTG 
 
>CONTIG\206 
ACAACTCTCTCTCTTTCTTTCCATTTCAATTTCAAAAACAAAGGAAAGGAAAAGAAAATGCCATT 
ACCTCTGAAGCTGAAGCTGATCCATATTCTCACTCTCCTGTTCACACTACTGAG AGAGCCACCTCCCAC 
TACTCTTACTCCTCGTCGCCACCCAACTACTCCACCGCCCAGCCGCATGAGTGGC TCCGCACGCGCCA 
CCTACTACGCCGCGGCGGACCCGCGTGACGCGGTGGGAGGAGCGTGCGGGTACG T ACCTGGTGAAAGG 
TGGGTACGGAATGGCGACTGTGGGGTTGAGCGAGGTGCTGTACGAGCGCGGCAGATCTGCGGCGCGTGC 
TTCGAGCTGCGGTGCGTGGATGACCTGCGGTGGTGCATTCCGGGGACCTCGATCATACTCACGGCTACTA 
ACTTCTGTGCACCCAATTACGGGTTCCCGGCCGACGGTGGCGGCCACTGCAA C C TAATAAGCACTT 
TGTTCTCCCCATTGAGGCCTTCGAGAAGATCGCTATCTGGAAGGCCGCCAAATG CCGTCCAGTATCGC 
AGGATAAAGTGCAGGAAGGAAGGAGGAATTCGATTTATAATCGATGGTTCAAATA TTCATTTCAGTGC 
TGATCACCAATGTTGCTGGTGCTGGAGATATAGTTGCCGTGAAGATCAAGGG TCTA AACTGGTTGGCT 
TCCAATGGGTCGTAATTGGGGCCAAAACTGGCATTTAAATGCCGATTTAAAGAATCAACCTCTCTCATTT 
GAGGTCACCGCGAGTGATGGCGTGACTGTCACATCTTATAATGTTGCTCCCAAGAATTGGAATTTTGGGC 
AAACATTTGAAGGTAAGCAATTTGTGTAGTATCAGTGAGGGAAAGAATGAAGTTATATAAAAGGGGAGAA 
TTTCCTGTCCTTTCTTTTTCCCCCCCCTTTTTTTTTTTTCTGTTCTTTTTTAG TTTCATTAA 
 
>1180-94-(6-15-06)_G06 
TTAGCAAACCAAAGCAAAACAGTTGTTTTCCTCAAAAAAAAAAAGTAAGAGA GA CTCATTTTTTTTTC 
TATTACATGGCGCCGAGAGAAAGAGCTGTCAAGGGAAACGGTAACGGTAATG AATCGGAAAGGAGGTGC 
ATTTTAGAGGAGTGAGGAAGAGGCCATGGGGGAGATATGCGGCTGAGATTAGAGACCCGGGGAAGAAAAG 
CCGTGTCTGGCTTGGAACCTTTGACACGGCTGAAGAAGCCGCTCGTGCTTACGACACGGCTGCCAGAGAG 
TTTCGTGGTGCCAAAGCCAAGACCAACTTTCCATTTCCTATCGAGAATGCGAAC ACATGAACAACAAGA 
AGATGGATAATAATAATAATAATAATGTTAATTGTCATAGTAACAACCAGAGTCCGAGTCAGAGCAGCAC 
GGTTGAGTCTCCGACGAGAGACCCATCGGCTCTTCTCGTTGAGTCCTCGCCGTTG ATCTCAATATCGCT 
CAGGGTCATGCCTACGGTGGCGCCGCGGCGGGTTTTGGATCTGTTCCAATGAGGTTTCCTTTTCAGCAGC 
ACCACCGCTCCGGATTCTTCGCCGGAGGTCTGCCGACGGCAACGGCGAATCA ATG TACTTCGACTC 
GGTGATGCGCGCCGGGATGCTGGCCAGTCATCCGTATAACCAGCTGAATTTGATCA TCCAGCCGGCG 
GCGACGTTTTCCGGTGGGGTCCAGAGCGACTCGGACTCCTCGTCCGTCGTCGATCT AACCATCGAGATC 
AGAAGCCTCAAAAAGTCGGAATCCTCGGTCTCGATCTCAACCAGCCTCCACAC GGAGTTTGCCTAATG 
TTTTTGCCGATCACCAAAAAAAAAAAAAAAAGAAAGTCATC 
 
>1182-94-(6-15-06)_H06 
TCTACGGCCTCTTCCAATGCCGCGGTGACCTCCAAAACAACGACTGCTCTCACTG GTAAGTCTCGCGGT 
TAGCCAAATCGGCACCCTCTGTGCCGACTCGCTCGGCGGCGCGTTGCAACTCGAAGGT GTTTGGTAAAA 
TACGATAGCACGAACTTCATAGGTGTGGAAGACAAGACTGAGGTTGTCAAGAAATGT GACCGTCGTTTG 
GGTATGACTCTGACGCGTTGACTCGGAGAGATGCTGTGCTGGCGTATTTAGGGACCG TGATGGTGGGGC 
CTACAAGAGCTACAGGACTAGTACCTCTGGGGCTGTACAGGGTGTGGCGCAGTGTGTTGGGGATTTGAGT 
CCGAGCGAGTGTCAGGATTGTCTTTCGGACGCGATCGGACGGCTGAGGACAGAGT TGGGGCCACCGCGT 
GGGGCGATTTGTACTTAGCCAAGTGTTACGTGCGCTACGCGACAGGTGGCGTTCGCT CGCGCCACCGG 
AGGACAGGATGATACTAATAGCAATGATGATGAGATCGAGAAGACTCTTGCAATAATAATTGGACTCATA 
GCAGCGGTCGCATTGATCATAGTATTCATTTCCTTCTTAAACAAACTGTGCGACGATGGAAAAGGTGGTA 
AATAAGTTACAATTTGGGGATAATTCTGAATTGCTACTATCACCACCATCCTTTGTTTCCTCCGGTAAAT 
AATTTGGCTTTCGGTGGCTCTTTTTAGAGTCTTTTACCAATTTCAATTCTATATTAGTCATGGTCCCTAC 
CTTTTTTGAAGTTTCTCTGGTATTTCCTCTAAAGATTAAAAGAATAAACGAG G GTAGATAGAAAGATG 
TGTATGA 
165 
 
 
 
>1187-94-(6-15-06)_B07 
AAAAAACCATGTTAATTTAATAAATAAATCCTACAATACAATAAAGCCCTTA AAAAAGGCATATACAAA 
ACCAAAACTGAAATCAGAAACGCATTCCATTCTCATGCTAAGCACTACTCAGCT ATGAGACTCTTCAAA 
ATTGACATAAATAATCCCACAAAGAATGAACTCCAGAGATTTTAGAAAGAACTG CTAGTAAGAGTAGG 
AAAGCCATGGGTGCTCTAGTGCCTCGACTGCTGTCGGCCGCTGCTTTGGATTGATCTCAAGCAAGTTTCT 
TACAAAGTCAATAAACATGTCATCAGTACCCTGCAGGCGATGCTCCAACACGG TGACTCAGGGATTATG 
TACTCCAGTTGGTTTGTTTCCTCATTTATATGATAAAGATCATATTCTTGTG GAAATACTTGTCCGTCT 
CCTGCCCTTGTTCCAACATCTCGAGATCAATAGGACCAAGCATCCCAATCATGCGTGCAAGGATCATTAC 
AATTGAATCATTAGGAAACAGCACTTCCCCGGAGCATAGCTCCACTAAGATACAGCCAAGAGACCACAAG 
TCAATCCTTTGGTCATATGGATGGCCTAGGATTACTTCAGGAGCTCGATAGGAACGAGACTGTACATACA 
GGCACAAGTTGTCAGTTTGAAAGCAACTGCTACCAAGATCAATAACCTTTATCTCACATCTTCTGTAACT 
TTTGATGAGTATGTTCTCTGGCTTTAGATCACAGTGAATAATTCCCAAGTGATGCAAGTATGCCAATGCC 
TCCAAACATTGACGTGTTATAACCTGCAATCTGCTCAAGGTAAAATAAGCTCTC ACCAGATTCTTGAT 
TGAATTTTTGAAATTCATATAAGTTTGCCCGGAGGAGTTCACAAACAATGAAG GATGCTCCTGATGATA 
AAAGTAGTCATAAAGACGCAAAATGTGG 
 
>1188-94-(6-15-06)_C07 
CTTTCTGGTTTCGCAAAGCCCGCACCACAGCCCACAGCAGAACACACTTCTT TCGGTATTTTCTTTCA 
CTCAGCATAGACTGGGTAAGGCTCAGTTTTCCTCAAAAGAACTATCATATTTGTCACTCTAATTGGCCAG 
CATAGACAAGGCCGTGACATAGCTTTTGTGTGAACATGGGTGACCCTTCCAATGGATCTTCCTTGTCCTT 
TTTCTCTGACAAATCGGCAAAGATCTTTGTAGCAGGCCACCGCGGACTTGTGGCTCCGCCATAGTCCGC 
AAGCTTCACCACCTGGGCTTCACAAACCTTGTCCTTCGCACCCATTCGGAACTCGACCTCACCCGCCAAA 
ATGACGTCGAATCCTTCTTTGCCACCGAGAAGCCTCGATTTGTCATCCTAGCAGCT CCAAAGTTGGTGG 
CATCCATGCCAACAACACGTACCCGGCCGACTTCATCAGCATTAACCTCCAGATC A ACCAACGTCATT 
GAATCCTCTTACCGCCATGGCGTCTCCAAGCTCCTTTTCCTTGGCTCCTCTTGCATT ACCCCAAATTTG 
CACCCCAACCTATCCCTGAAGATGCGCTCTTAACTGGGCCATTAGAGCCCACCAA G GTGGTATGCTGT 
GGCTAAGATCGCTGGCATCAAAATGTGCCAAGCCTATCGTATTCAATACAATTGGGATGCGATTTCGGGT 
ATGCCCACCAATCTGTATGGCCCCAACGACAATTTCCACCCTGAGAACTCCC TG TTGCCTGCATTAA 
TGAGGAGGTTTCACGAGGCGAAGGTGAAGGGTGCAAAGGAGGTGGTGGTGTG GACTGGGAGTCCCT 
TGAGGGAGTTCCTCCATGTGGATGATCTCGCTGACGCAGTGGTGTTCATGATGG  
 
>1192-94-(6-15-06)_D07 
TGGCAGAATCAGGCATTAATTTTGTTACATCTGTTATTAATGGAGCTGACTTA TGCCCACATTCTCAGC 
TGCTTCGGTGGATGATTTGCGTGCTGAGGTGACAGCGTCTGCTTGGCTAAATGATCTGAGGAATCAGATT 
GAGCATACAAGAATTTTCAGTACTGTCTATCGTTCTGCTTCAGCACTGGGTTCTC TCTCCCATCTATTG 
CAAGTGCTAGAGCAAAAGTTGCTGGGGCGGGGGCAATTCTTCGTCCTGTTTCCAATGGTACACAGGTTGT 
GATGAAGAGAGCTCAGAGCATGGCTCAGGCAGCATGGACACGTCCTGCCCTTGGCGTT CTTCTTGGTCA 
TGCATGGGTCCCCGTCGTCGGGCCACAGCTGCTCATTCAAAAGAGGAGGAAAGCTCTCTTGAATCTTCTG 
CTGCCAATGCAGAAACTTCTGAGCATCTTCTTTCATCCCCAAATAAAACTGC CACAACTGTTATCGA 
AGGCATTGACCTTCCTGTAGCTTCATCTGTAGGAATGGAATGGACTTCAGAAATTGA TGTTCTTATTCT 
GATGAAATAGGTCCAGATGCTAATGGGGATGCTGATGTGAATGATGTTGAGGA CTCATTAGCCACAATA 
GTCATGAAGACCGAATGACTGAAGTTGAGTTATGGCAACAACTTGAGCATGAGCTC ATGATAGGACGGA 
AGGTGAGGAGGCTGATGTGGCAAAGGAAATAAGGGAAGAAGAAGCAGCAGCCATTGCAGAGGTAGGTGAG 
GATCAGCCAGAGAGTTCTACACAAGAGAGAAAGGAAGCGCATAGATTTTTCCCCGCTGGGAAGATTATGC 
ATATCATTACCTTTTACTCAGATGGGGGCAG 
 
>1193-94-(6-15-06)_E07 
GGGTACGTGGTGCCGGCGGACCCGGGTGCCGGTGCAGCCATGATAACCGCGGTGCGAATGTGAATTTGA 
AGAAGAAAAACCAGTCTGCGAGGAGTTGGATACTGTTAGACTCCAGAGGAGAG CCAATCTAGATGT 
GGACAAGTACGCTATAATGCACCGCGTTCACATCCACGCACGTGATCTCCGTATTCTCGATCCCTTGTTG 
TCTTACCCTTCCACCATTCTTGGTCGTGACAAAGCCATCGTTCTCAACTTAG GCATATCAAGGCAATTA 
TCACTGCTGAAGAGGTATTGCTTCGGGATCCATCAGATGAAAATGTTATCCCTGTTGTTGAGGAGCTTCA 
AAGGCGATTGCCTCCTGCAAATGCCATTCCTCAAGGTCTAGGTGATGGGAAGA T CCCAGCGGGCCAA 
AATGACATTGATGCGGGTGAAGAAGATGAGTCTCCATTTGAATTCCGGGCCCTGGAGGTAGCTTTGGAAG 
CTATTTGTAGTTTCCTTGCTGCACGCACAACAGAATTGGAGACTGATGCTTATCCTGCATTAGATGAGCT 
TACATCTAAGATTAGTAGCCGTAACTTGGATAGGGTTCGTAAATTGAAGAGTGCA TGACAAGGTTAACT 
166 
 
 
GCTCGGGTTCAAAAGGTTAGAGATGAGCTTGAACAACTACTTGATGATGATGATGATATGGCTGACCTTT 
ACTTGTCAAGAAAGTTGTCTGGTATGTCTTCACCAGTTAGTGGCTCTGGTGCCAATTGGTTTGCTGC 
CTCCCCTACTATTGGCTCAAAGATATCCAGAGCGAGTAGAGCAAGTGTGGTAACA T CG 
 
>1194-94-(6-15-06)_F07 
GGGAGTAAGATTGCATACCCTAGCCCACGAAATGGTATCCATGGTTCAAGTGGGGACATATTCATGGGG 
TGAAACAGGGAGGTCCAGCAGAAATTTATGGTCCGCATGCCCCCAATAACTTAC GGAGCTTGTTAATGG 
AGTTAGAGAAGAATTTCGGCTAAACAACTACCAGCCACAAAAGCAGGTGCAAATGCA ATTGATTTTTCA 
GGGGCCACCTCAAGGCCTTCTGTGATTTCCCGGCCAATTAGTGCTGAATCTGAGCAT CAGATGTTGAAG 
CTTCTTGCAAGGAAGAACGGGCAACTGCAGCCGATGAAAGGAGGCCCAGGAAA G TAGAAAGCCTGC 
AAATGGAAGAGAAGAACCGCTCAATCATGTAGAGGCAGAGAGGCAGCGGCGGGAGAAGCTGAATCAGCGG 
TTCTATGCATTACGAGCTGTTGTACCCAATATCTCCAAGATGGACAAAGCCTCCTTGTTGGGAGATGCCA 
TTTCTTACATCAATGAACTGCAGGCAAAGCTTAAGATCATGGAAACGGAGAG ACCTTGGGAGCTC 
TTCAAGAGATGTATCAGCTTTGGAGGGTAACCCAAACACTGAAAATTTGTATCGAGTTCCTGATGTTGAT 
ATTCATGCTGCCCATGACGAGGTTATTGTTAAGGTGAGCTGTCCTTTGGATTCACACCCTGCATCAAGGG 
TCATCCAAGCATTCAAAGAGGCACAAGTTACCGTTGTTGAGTCCAAACTCTCTGCAGCAAATGACACTGT 
GTTACATACATTTGTAATCAAGTCTCAAGGATCTGACCAACTGACAAAGGATTGATTGCAGCATTT 
TCCCGGGAATCCAACTCCTTACAGGCATTGTCATCAGTTGGT 
 
>1301-94-(6-16-06)_C06 
CACGGCAGGCGCAGTCGCAGGCGATGCCTCAGATGGTCGGAAAACGCTCTCG TCCGATTACGATGTCCA 
CAGTGGTCATGACCTGCCCAGTTATTTCCCTCGTGATGATGATAGAGGGACACTTCGTGGAATGAGGGAT 
ACTGACTCCATTGGAGCATCCTATGACCGTTACCTTCGCAGTGCGCATGTTT C ATGGTGGGGGGC 
AGTCTGCTAGAGCCATGAGTGGAGGAATGTCAGGTCGTGCTGTTGATGATCCAC TATTGTAGGTCTTGG 
GAGTGTGGACCCAGGTTCAACTGTGAAAGACAGAACCTTGGGATATGGAAGTG A G TCTGAGGTTCCC 
CTTCCTCCTGATGCTTCCAGTACCCTATTTGTGGAGGGCTTACCTCCAAACTGTACACGACGGGAAGTGG 
CTCATATATTTCGCCCTTTTGTTGGCTACAAAGAAGTAAGACTTGTGAGCAA GAATCACGACATCCTGG 
GGGAGAGCCACTGGTACTTTGTTTTGTTGACTTCGTAAGTCCAGCCCATGCAG CACTGCAATGGATGCA 
TTGCAAGGTTATAAATTTGATGAGCATGACCGTGACTCGGTCAATTTAAGGTTGCAATTTGCTCGCTATC 
CTGGTGCAAGGTCAGGTGGCGGGCATCGTGGCAAGCGTTGAAATAGCGGTTTTGCAGGATTCGCTCAAT 
TTGGAGAGGTTATGATAATGAGGAGTGATACAACAGCGTTGCGGTTTCGTGA TACAAGCGCTTTCGTT 
AGGAACAACTTGAACCGTGTGGTTTTCGTTAATTCTGG 
 
>1305-94-(6-16-06)_G06 
GATGACTCGAAAACCTGCTGATCCTGAAGAGGAGCTTCGGTGGATGTCTCAA AAGT CGTGGTTATGTT 
GAAGCAGTTTTGAACAGTTTGGCTGCAAATGTCCCTAAAGCAGTTGTTCTTTGC AAGTAGAGAAAGCCA 
AGGAAGACATGCTAAATCAGTTGTACAGTTCTGTCAGTGCACAGAGCACAGGCAGGATTGAAGAGCTGCT 
TCAAGAGGACCAGAATGTAAAACGTAGGAGAGATCGCTACCAAAAACAATCTT TC CTTTCTAAACTA 
ACGCGCCAACTTAGCATTCATGACAACCGAGCTTCTGCTGCTTCCAGCTTTTCTAA GGAGGAGCAGAAA 
GCAGTCCTAGAACCAGTGGTCCTTCTGGTGATGACTGGAGATCTGCATTTGATGCAGCTGCTAATGGCTC 
TGTTGACTACAATTCCCACAGTGATTCTTTTAGGTCTCGATCCAATGGTCACA CAGAAATTCCAGCGAC 
CCTGCACAAAATGGTGATATGAACTCTGGTTCAAACTCCAGCAGCCGGCGTA TC TAATCGGTTGCCTC 
CACCACCACCACCATCTGGTTCTTCGGGTTACAAATACTATTAAATGGCCGACTTACATTGATTGATGAC 
TCATATTTTCGTTGCATTTTTGGTGGGGGAGACCACTCAGCCCCATTTCATGA TCAAGCATATGGTCAC 
CCTAAATTCTATACTATTA 
 
>1307-94-(6-16-06)_A07 
AGAAAGGAAAAATGAGTGGTACAATGGAGTCGATTTCGTTCTTAAACCCTAACCCTAGCTACAGGTCGAA 
GAAGTCTTCGTTGGTACAGTCTTCACGCTTCGATTCACTCCTCAGGCCTCGCACTCGCACCTACAATTAC 
AATTACAAGCTCTCTCTTTTGCCCAAACCTGTTTCCGTTTCTTCCAATGGGGTTTCCTCTCGTTTTCTTT 
CTCGGAACCCACCTCGCAGATTCATTGTAGCTTCCTCTGCTTCGCACGAGGATTCGAAGAGTCAAGAAAT 
TGAAGTGGAGAAAGGAAAAGATGATCATAATTTGGGAGCTGAAGATTCACAGAAGTTTGGAAAGAGCTT 
CTAGAATCTTTCAAAGAACAAGCCTTGAAGATGCAAAGCGTTTCACAAGAAGC T CGAGTTATACTCTA 
AGAAAGCAGTAGTCATCCTAAAGGAAACTTCTGAACAGTTGAAAATACAGGC G CAAGGCAAGAGATGA 
TTTGATTGAGATAGCAAAGGAAATTAGTGAAGAAGGCAAAGTGTATATCTCCACAG TGCTGAGAACTCC 
CCTGAACCAGTCAAGGATATAGTGGAGACATTTAATATGCCAACTGAAGATCTGAAAGAAATTTCTAGAG 
TTCATGACTTCCGCGTTGGGATTCCCTATGGTCTGCTCCTTTCTGTTGGTGGCTTTCTTTCCTTCATGCT 
167 
 
 
AACGGGAAACATTGCTGCCATTAGATTTGGTGTTATCCTTGGTGGCACTCTTTTGGCCTTGAGCGTTTCA 
AGTTTAAAATCATATAAAAGAAGAGAATCATTTCCTCTAGCCTTGAAAGGACAGGCAGCAATTGCAAGTA 
TAATATTTTTGCGGGAGTTAAGCCAGCTGTCTCACGCTCCATCATTTTTGAGC CGTTTC 
 
>1308-94-(6-16-06)_B07 
CTGTATACTGTTCGCACACTGAAAGAGAACCTATGTTATGTTGCTGCTGATTATGAGGCCGAATTATCTA 
AAAATATGCCAGCATCATTTGAAATTACGGGAGAAGGTCCTATTACTCTTTGAAAGAGCGGTTTCAAAC 
AGGAGAGATCTTATTCCGGCCAAGTATTGGAGGAGTGCGTGCAATGGGTTTGCACCAGGCTGTAGCACTT 
TGCATGGACCACTGCCATGATGCAGAATTAACAAGCGATGATGCTTGGTTCAA AC GTAGTCTTGTCAG 
GGGGGACTGCATGTTTACCAGGGCTAGCAGAGAGGTTAGAGAAGGAACTACATGGACTTCTTCCCGCATC 
CATTTCTAATGGAATCAGAGTCATTCCTCCTCCATATGGTGTGGACACTGCATGGTTTGGGGCAAAGCTC 
GTCAGCAATTTAAGCAACTTTCCTGGTCCTTGGTGTCTGACAAAGAAGCCGTCCGGACTGAAGTCTAAAC 
TCAACCTCATGTGGTGATCAGATTACTTGGCTTAGTATGACTAGGAGGCATTTCTG GGAAATCCTGGC 
CAACTTTATCTGGTGAAGATATCACTCAACTGCACCAGGGACCTTCTGGTTCTTT TCCTCCAGAGAG 
CAGGGAGGGATTCTTGTTAAGTGAGTTAGCCTCAGTTTTAGAATTTAGGCAA AATATTTTTACGAACT 
TCCTTGCCTATTTATTCTTGATATTAAAAAGTGAGCATCGTTGAATAAGAATTCACTGTAACTTTATGTG 
TTTATAAAAGTAAGCATCCTTGAATAAGAATTCACTGTAACTTTATATGTGT AATGAATAATCAATACC 
AAAAGTGAATAAAGCTGTTCAGCTG 
 
>1310-94-(6-16-06)_D07 
GGTGAGCGAATTTTGGGACTTGGGGATCTTGGCTGTCAGGGGATGGGGATTCCT TGGGGAAATTGTCTT 
TGTATACAGCACTTGGAGGTGTTCGTCCTTCTGCATGTTTGCCTATAACAATTGATGTGGGGACAAACAA 
TGAACAGTTGTTGAAAGACGAGTTCTACATTGGGCTTAGACAGAGGAGGGCAACT GAAGGAATATTAT 
GAATTTCTGCATGAGTTCATGTCTGCTGTCAAGCAGAATTATGGTGAAAAATTTTGATACAGTTTGAAG 
ATTTTGCAAATCACAACGCTTTTGAGCTGCTTGCAGAATACCGCACAACTCATCTTGTTTTCAATGACGA 
TATACAGGGGACCGCAGCTGTTGTTCTTGCTGGGGTAGTTGCAGCGCTGAAGTTGGTTGGTGGTGCACTG 
GCTGAGCAAAAATTCTTGTTCCTTGGTGCTGGGGAAGCTGGAACTGGTATAGCTG GCTTATAGCTCTTG 
AGATTTCGAAGCAGACAAAGGCTCCTTTAGAAGAGACACGCAAGAAGATCTGGCT G CGACTCTAAGGG 
ATTGATTGTTATTTCTCGTAAGGATTCACTTCAAAACTTCAAGAAGCCTTGGGC CATGAACATGAGCCT 
GTTAAGGATCTCTTAGATGCTGTCAAGGCAATTAAACCAACAATTTTGATTGGATCATCCGGGGTAGGAA 
AAACATTTACAAAGGAGGTGGTTGAGGCCCATGCCTCTTGCAATGATAAACCTATC TTATGGCTCTCTC 
CAACCCTACTTCACAGTCTGAGTGTACTGCAGAAGAAGCTTATACATGGAGTAAGGGTCGTGCAATTTTT 
GCTAGTGGAAGTCCATTTGATCCTGTTGAATATGATGGGAAGACTTATGTACCT GCCAGTCCAACAATG 
CTTACATTTTCCC 
 
>0006-93-B05(4-20-06) 
TATCTAAAATTAGAAAACAAACCAAGAATTAAAATCCTTATTGCAGCTAAACCTTTACAATCAGTTTTT 
CTTTACCACAAAATTGATATTCACCAAGTACTCAGTTTCTCACTTGCTTTTAGGG CCAAGAACTTGAGT 
AGGAGGGCGCATAGGCCAGCCAAGAAGCGGAGGAGATCCTGGTGGGGTTGCATCTCGACTAGGAGAGAAG 
AGACTCAGTTCCACAAATGTCCCCATTGAAGTCCCATCCCTCTCAAAAGTACG AA GAAATTGATCCAC 
GCTTTGTTGAGGCATCAGAATTTCTACTGGGACTAATCCGACCACTTTCTTCTTCAAGATGGCTTTGGTT 
AGCGATAAGAGAAATGGTATCATTGTGATCATCGTCAACCCTTCTCCTAGCTCTATGTCCTGTAGATTT 
CCCAGGGCCAAAGAATCTGCAACTGGGTAGTACACAAGCATGCATATACACACCC CGCACAACAAAAAA 
AGGGCAAGAAAAGCCAACAAAACAAGAACTTGAAACAGAATTTGATCTGGTT AACCAAAACAGATAGAC 
CAAGTAATAGAACCCTTAATGGTAGGAAACTGGAAACAGAGAATATCAACATGTAAACTCTCTTCTGC 
 
>0006-94-C05(4-20-06) 
TTTTGTATCCATGCTGGCTGAGAGCATGCGTGGAATCTGTGCTTCGGGTAAT CCCCTGACGAGATTTTC 
TGCCGATGCATTCGGTGTGGTGACAATTTGTCTAGTGGCTCTGTTAATTTTACTTGGTTTACTGTGCATC 
ATTTACTCATTTTACTTCCGGTCTCGTATTCGTAGTCAAGGTTTTATTCAAC GTTATTTTAGTGGTC 
CTTGGATCATCCGAATTACATTCATCTTGTTTGCAATCTGGTGGGGTTTTGGAGGTAATTCGGTTAAG 
TCTGTTGAGGCGTGCCATTAACTTGAAATGGCAGGAAACTGTTTGCAAATGCT CATTGTCTCAAATTTA 
GGGTTTGCAGAACCTTGCCTTTTCCTCACCCTTGTGTTTCTCCTTCGTGCGCGTT CAGAAGATGGAGT 
TGGGAATTCTAAGCCGAAGTTGGAATGGGAAAACAGCCGGTTACATTATTCTTT C GCCTCCCAATGTT 
CCTTCTTCAGCTCTTTGTTATTTTAATTGGACCTTGGTTACACAGGGAGAAGAGTTCCGAAAGGAAACTG 
CCTTCTTATTTTACTGCTGCGACGGAAAGAGTTGATAATATTACCATTTGCCTTA CCCTTACTGAGTA 
CTATATTTCTAGGGATTTTTGCCATGATCCTAACCGCCTACTTGTTTTGGCTT 
168 
 
 
 
>006-94-E05(4-28-06) 
GAAGGAGATTAACAAACAAGGGAAAGAAGTGTTGTATGATTATGAAGACAAAATCA TCAGGCTGTCTTT 
CCCGGACTTCAAGGTGGCCCACATAATCATACCATAGCTGGTTTAGCAGTTGCACTGAAGCAGGCCACAA 
CTCCAGAGTACAAGGCTTATCAAGAGCAAGTTCTCAGTAATTGCTCAAAATTTGCAGAGAGTTTGTTAGA 
GAAGGGCTATGAACTTGTATCTGGTGGAACTGAGAACCATCTAGTCTTGGTAAA TTGAAAAACAAGGGT 
ATTGATGGTTCAAGAGTTGAAAAGGTTTTGGAATTAGTTCATATTGCGGCAAATAA AATACTGTTCCTG 
GGGATGTATCTGCCATGGTTCCTGGTGGCATTCGTATGGGAACCCCAGCTCTCACATCTAGAGGGTTTAT 
TGAGGAGGATTTTGTAAGAGTAGCTGACTTCTTTGATGCGGCCGTGAAGTTG CCT GAAGATCAAGGCT 
GATGCTAAAGGAACAAAGTTGAAGGATTTTGTGGCAACCATGCAATCAGATGAGCACATTCAATCTGAGA 
TTGGAAAGCTCCGGAATGAGGTTGAGGAGTATGCTAAGCAATTTCCAACAATTGGTTTTGAGAAAGAAAC 
AATGAAATACAATTGCTGAA 
 
>0007FOR_D05' 
AAAAAATCATAGAATCATATTGCAATCAAGGTATGAACAAAGCATTCCAACCAATGAAACTGTATATACA 
CATAGAAAAATTTTGGCTGGCTCCAATTGATGACACTCTTTTTAGGATATTCT CCCAAAATGAAATTC 
TGACAAGTTCGAAACTCCCTGTCTTCTTAGTTTTTCCCCAACAAGAAACGTTTCGAAACTTTACGATCAT 
CAGTCATTCATCAAATCACCAATCACCGCCCATCTCTCTTCTCCGAACCCGT AAAAGAATGGGAAAC 
TTTGTTGCTTTTCATTCTCAAGAAACCGTACAATTTCCTAAGCTCCAGACCC TATGCCCACCACCACCG 
CCACCGATACAACCACTGCCACCACTACCGGTATCGCTACAAAAAACGCCACC TTTCGCCCACTTCTT 
CAACAAACTTCTTCGACCGTCCGATCTTCCCCGACACCCTAGCATCACCGTCCGTTTGTTGCAGCGCTGT 
GATGACCGATTTGATAGCTCTACTGGGTGAGTTCCTATTAGCAATCATCAATCGCCAATTTCAGCTTGG 
CTCAAAGTAACCCCAGTTTGAAAAATCTCCCCCACCTGAGCAAATAGCTTGTGATCTTTCACCCCCAAAT 
AAGTACTAGCCAAAGATTTAAACCCCGAAAAATCGCACAAAGGGAAATGGAT TGAA 
 
>0008-94-G05(4-20-06) 
AATGTTCCTACTTTACCTGAGGGCAAATCACCATCTCTTTTGATGCCTCCAAG GTCACATGTAGTG 
GAGATTGGCCCTTGTTGAGGGTGATGAAAGGAATATTTGAGGGTGGTCTTGA A GTGGGCAGGAATGC 
TGAAGAAGAATATGAAGAGGCTGCAGATGCTGATTGGGGCGAGGATTTGGAT CGTTGATGTGGAAAAC 
ATGCAGAATGGAGTCATTAATGCAGTGCTGGAGGATGAGGATGTGCATGAAA AACGAAAACGGAGGAT 
GGGATCTTGAAGATCTTGAGCTTCCACCTGAGATTGATACACCCAAAATTGCTGGCAATGCCCGCTCTTC 
AGTATTTGTTGCCCCAACTCCTGGTATGCCTGTAAGTCAAATTTGGATTCAA AATCCTCTCTTGCTGCT 
GAACATGTTGCAGCTGGCAATTTTGATACTGCAATGCGCTTGTTGAGCCGACAGCTGGGTATAAGGAATT 
TTGCTCCATTGAGACCATCATTTCTTGACTTGCACATGGGCAGCCATTCTTATCTGCGTGCCTTCTCTTC 
AGCTCCTGTGATCTCAGTGGCAATTGAGAGGGGATGGAGTGAATCAGCTAGCCTAATGTGAGGGGCCCC 
CCTACTCTTGTGTTCCATTTCTCTCAGCTTGAAGAGAAGCTCAAGGCTGGTTACAGGGCCACAACATTTG 
G 
 
>0010-93-G12(4-21-06) 
ATTTGCAATCATGCAATGTTGATTGTTGAAAAATGTTTTGCGTAAGCAAATCTACATGAAATACAACAAT 
GATAAAATATTAAATTAATAATCAATATATGATAAAGAGGGTTTAATTGTTGAAAATCCTGAAGTGAAA 
ATAAATACGAAATGGCACAAGTGTTCTTTTATGTTGTGTATTCTGCATTTATT GACATAATCATAACT 
TAAGTCACATCCCCAAGCTTGCCCACTTCCCAATCCATCGCCGACTGATATA TAT TTAACTGTACTG 
TGGGTTTCACCAGCCTTCCTCAAATAGTTACTTGCTGCAGCCCGGTCAAATGTTGTGGTTCCCCA 
 
>0010-94_005(5-31-06) 
AGCATAGACAGAGAGGAGTGAGGCTACTTAGTTGGCAAAGGGTCTCAAGCTCAACTT GTCTTTCAACCT 
CGGAATGTGGTGAACTGGTCTGAACAATTGTTGTCACCTTCCGAGGTTGTCATACTCGTCTTTTTTTAAA 
AAACGCCTACAAATAAGAAAAAAGAAACAAAACCCTTCAGCTTTACTTAAACC CAATACTATTACA 
GTCGCAAACAAACATGAATAATCTGGGTCTATATGCTCCTCATTCTCACCGCGT TCCATGATGAAACTG 
CCACCACCACCACCAAGTGCTCCAAAGTCACAGATTTGGAGCTCGTTTAGTTCG CTCAGAGGGAATTCA 
AAATACGTGCTGTTTCAGCCACTGGGAATATTGACGCCTCCAATTACATTCCAAAGGCTCCGATTTTTCT 
CCCCGAAGGCCCATGGAAGCAGATTCCTGGGGGAGTTACTGCCGCAGAGGGATTCAAAGCTGCCGGTATG 
TATGGTGGTTTGCGTGCTAAAGGCGAGAAACCTGACCTCGCCCTTGTCACTG TGTGGATGCCACAT 
CTGCAGGGGCGTTTACAACGAATGTGGTTGCTGCTGCACCAGTGTTATACTGC GGAAGGTGTTAGACAT 
TTCAAAAACGGCACGTGCAGTGTTAATAAATGCTGGCCAAGCCAATGCAGCACGGGTGATGCAGGATAC 
CAGGATGTGATAGAATCTGCCAACATGCTTGCTGAGCTACTTCAAATGAGACCAGAAGAAGTGTTGATTG 
169 
 
 
AATCCACTGGTGTAATTGGTCAAAGAATAAAGAAGGAAGCACTTTTAAAGTC CTTCCAAAATTAGTTGC 
TTTGCTCTCATCATCAACTGAGGGGGGCAGATTCTGCAGCAG 
 
>0012-94_009(5-31-06) 
GGACCTCCCTTAGCACCCCATGGGAGCTCACTTGGATTTATGGTCGTGAGGTAACCTTGTCAGCAGCTA 
TCCCAGTACTCCACCTTCGATTGAGAAAGAGATGAAGCATGAAGCTTGGAAAACT C GGCCCACGCCCT 
CGCCCACTTCCACCACCTCCAGCCCGACCAAAATCATATAACATTGAAGGTT GTGGGGTTGGGTGGCTG 
AGAGCGATAATGAGCCTGAGAGCACAGTAATGGAGTTGCGGACCAATGCCCAT AATTGCTATGGGAAGC 
AATTGACTATGTTATATGCATTGAAGCTGATGCGTTCATCCCTGGATTCGATCGT TGGCAAGGGACAT 
CCAAATTTTGCCAGCTTGGTAATGGGGCACAGACTCTATCAGTCAGCTGCACTGAAA CATATAGGCCAG 
ACAGAAAGGAAGTTGCCAAGCTTTTCGAAAAAATCCAGGATCATCTATATCATGCAAACCATACTTGGCT 
AAAATCAGTACGGAAGCATATGAGAAAGAGATTGATTGATGGACTAATAGAAGCGTCGACGAAATCAAAA 
CCAAAGTCTTTTCTCTCTCATCCAGTTCCTGAATGTTCTTGCTTGATGCATGACTCTACTGAAACAGAAG 
TTCATGCTTCAAGCCCTTCAACTCAATCACAAGTTCAGGCTGCTCTTGGAGCTCATCAATGCCCGGC 
CTGGATGAAAAGTGATTTGATATTGCGGTCAAAAGACAAGGATAATGAAGAG TCTTGATGAGGATGAT 
TCCACATCATCTGGATTGTTTTTCCCGACAAGGTGGTGAAAATCATGAAAGG G TGGGGAATCAAAC 
 
>0013-94_011(5-31-06) 
CAGTATATTGTGGTGTTGTTACTGTTGTACAGTTCTGACATATAGTACTAAT G ATACGAAAGCAAA 
CTTTAGTTCTTACTTTCTTTCTGGCACAATGAATGAATGAACCTAACAGGAG AGCCATATAGGAAATTC 
CAAAAACGCGTACGGTCGTCATTTTGATGGTCAAAACCCAGGAAATTCCATCCACATCCACCATCATCTC 
TTATCATTCAATATCTTTGATAAACAATATGCAGAACAGGTTCTTGTTCAGAC ACAACCACAACCAGT 
TTATCTTCTGGTGACGGCCAGACCCATATGGTAAGCAACCAAAAAAAGCACTGATTTTTTGGTGATACAT 
ATATCAGATACAGAAGAAAGAAGAAGAGGCAGATAGATAGATAGATAGAAGT G TTTGGATTTTGGTTA 
AGTTGTTAAGGTGGGTAATAGTGGATACATGATTCAGAATTTGAGATATGAT ATCAGGCTGTTGCAAG 
TGCTTCTAACACAGCAAAATCCCCCAGCTTCTTTGAAAAAATCAAGAATGCT C TGCCTTAAATCTTCG 
TCGGCTGATTCTGGGAAGGGGAAAAGCAAGTCATCGACAAATAAAGTGTCTCA GA TCCACTTAGTTG 
AAGGTAAATCTGGTCATGATATGGAGGACTACCATGTTGCTGAATACAGAAAAAAGAAGAATCACGTGCT 
TGGATTATTTGCCATATTTGACGGCCACCTAGGTGATCGTGTGCCAAGTTATTT AGAGATAACCTTTTC 
AACAGAATACTTGATGAGCCAACTTTCTGGAACAATCCTGAGGCGGCAATAA GAATGCTTACCGCTCCA 
CAGATAAGTTAATATTG 
 
>0014-94_013(5-31-06) 
 
>0016-93-A12(4-21-06) 
CCCTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTAGTAATAAAATTGTAAAAATAATCAACTGCAAAGGA 
AACCTTTGTAGTAGCCACAAAAACTTGTAAAACATAACCATAATCAATTTGCTATGTTAGTACAATATCA 
AATGCTTGAAGCCATCTGATAGTTTACTCTGAATTTCAGCAAAAATCATTACATGCAATTGCAAATACTA 
AAGAGTTTCTTCGAATGGAATTTTTTGTCTTTAGGTGTTCAAGAAAAGGTATATCATACATCCGATATAT 
GCATCCTCCCTCTCACAGCGTGAGTCCACCAAACACCTTTTTGCCTTCCTGTTTGCTTTCTGGATAAAA 
ACCATACTGAGTAGGGAAGTAAGTGTAGCAAAAGGCTCTATGGAACTCCCAG AA GTCATGTACTTGA 
TGCATCATTTACAGATTCATTAAAAGAGGCAGCCAAGATCTCGGCTAAGCTTGGTTGAAAACTTGACTTG 
TTTGAAAATTCTGAAACTTTCGGTCTTTTTGTTATAAAAGATTTTGTAATCCAGGATTTAGGCGAGGCAG 
GGGTGTTCAAACTATTCACTAAAGCACTCACACTCCTCCATACAACTGGTTCAAAAGTTTCCATGGGTC 
GTCTAACATGGACTCATTATAAAACCGCTCTGGTGTTGATGGATGAGCATGAGAACCCCGCCCTCGTCCA 
CTACTCTGTCCCAAACCAGGGCTCATGCTGCTTCCATACCAGCGGCCCCCTC T T 
 
>0016-94_002(5-31-06) 
CAAACACAAACTCAGCCCAACAAAGACTGCAAGACCCATTCGCAGGAACCCAA A GGAAAACCTAGAC 
ACAGAGCCTTCTCTCCTCCCCGGCGACGAGTCCTCCACCTCGGTTACTGCTTCACAAAACCGCACAACCA 
ACCTAACATCAAACTGCTGGAACGGCTACAGGGAATGAGTTGTGGCTACTGTTTTGATCAGTAAGGTTAA 
ATGGAGGATTCAGAGAAGAGAAGAGACAGACTGAAAGCAATGCGCTTGCAAGCT ATCAGACTGAAGCTT 
CTAGTAATGTTGCAAGTCTCGCTGTGCCTGTTTCCCTTTCCAATCCATTGCTTGAAACGTCTGCAACTAT 
GGCAGTGCAGGAGGAGTCATGTGCTCCAAGGTTTGATTTTTATACAGACCCA TGG AGCATTCTCTGAT 
AGCAGGAAGAGGAGTGAGGCTGGTAATCAGATTAGACAAGATTATTTCACAC CA GTAATCATGGTT 
CTCCAATGGCACGGTTTTCACCATCTCTTCCAGGACCAAGGAACCCTGGGATGACTCCGCCTCCTGCTCA 
TCAAATTCAGGCCAGCAGTTCTCCCCATCAGATGATGTACCAAGCACAAGGTT TTATTACAACTCTGGT 
170 
 
 
CCCCATAGAAGCCCAGTAGGAACAGCCAGTCCTTTTTCCATGCATCCGCAAA TC TGAAGTCTGGAATG 
GACCAATGAACCCAACTAGCTATAGGTTTCCATCTAATCCATCTAGAGGGGTCATCTTCCAAGCCCTGG 
CTTTGGACCAAGAGGTAGCCCGCATTTCCATACTGGGCAAGGCAGGGGTCACTGGGTCAACCACAGTCCA 
AGCCC 
 
>0017-94_004(5-31-06) 
CAAAGCCTAATGCTTTTGCTTCGAACACTAAGGCTTCGGAGCTCGATTACGCCAAG ATAGCTTCAGCGT 
GTCGTCGAGCTCGTCGTTCATGTCGTCGGCGATCACCGGAGACGGAAGCGTCTCCAACGGGAAGCTGGGA 
ACTTCGATCTTTGTTTCTCCGGCGCCTGCCGTCTCCGGCGGAAAGCCACCGCT TCGTCTGCTCCCTACA 
AGAAGAGGTGCCACGAACACGAGCACGAGCACTCCGGCAATGTCTCCGGCAAGTTCTCCGGCTCTGGCTC 
TAAGTGCCATTGCTCTAAAAGAAGGAAAAATCGGGTTAAGAGAACAATTAGAGTACCGGCAATTAGTTCA 
AAAATTGCTGATATTCCACCAGATGAGTATTCATGGAGGAAATATGGTCAGAAA CAATCAAGGGGTCAC 
CATACCCACGGGGTTATTACAAATGTAGTACAGTAAGGGGTTGTCCAGCGAGGAAAC CGTGGAGAGAGC 
TCCTGATGATCCAACGATGCTGATTGTAACGTACGAGGCGGAGCACCGTCACT GGTCCACTCGCGATG 
CAGGAGAACGTGGCCTCTGGGATGGGTTCGGTATTCGACTCAACGTGAGCGAGAGAAATTGAAATATTTT 
AAAATTTATATAAAGAAAAAAAAAAAAAAAAAAAAAAAAAGGGCGGCCGCTTAATTAACCTCGAGGAGTG 
GTCCCTATAGTGAGTCGTATTATAAGCTAGGCACTGGCCGTCGTTTTACAACGTCGTGACTGGGAAAACT 
GCTAGCTTGGGATCTTTGTGAAGGAACCTTACTTCTGTGGTGTGACATAATTGGACAAACTACCTACAGA 
GATTTAAAGCTCTAAGGTAAATATAAAATTTTTAAGTGTATAATGTGTTAAAC  
 
>0019-94_008(5-31-06) 
AAGGGAAGGCTGAGCAAGAGAAGAATGATGAAAGAGAACTGTAAAACTATGCAAATTGTCATAAAAGCAT 
TTACTTTGCCATTGTCATAAAAGCATTTACTTTGCCGAATTTAGGTTTAGGGGTAAGAGAACAAAACATC 
TCCTGGTTAGTATGACACTAAGACCACCCAAGTCATTTTACGCTGATCCTCAATC TAAATATCTAATT 
CGATTCTAATTTGAACATATTTGGTGAAGATAATTTCCCAATCAAACGCGTTCAGATAGGTTCTGATTTT 
GCTAAATTGGAATTAGCAAATTCCTTAACAGTTAGAACTTGATAGGTGAATC TG TAGCAAGGGCGTA 
AGTAGAGAGCTTCGCACCTCAAATTGCTCTTTGGCCCAAAAAGACAAAAAAATTCTGCGTGCATTTACTC 
ATATCTTAAAAATTCCCATTTAATCGCACCGTTGATTGTATCTATCTTCTCGCTTATAGTCATAGA 
TTCCAATGGCTTTGCAGACCAGCGATGGAGCTTCATCTTCTTCTTCCACTCTATTGGAAATATGATGT 
TTTCTTGAGCTATAGAGGTGAAGATACCTGCCATTCTTTTACAAACCATTTAT AGGCTTTGTCTAAC 
ATTCAAAGATGATGCTGAGCTTGAAAGGGGAGAAGAAATTTCACCCGAACTT TTGAAGCCATTGAATCG 
TCAAGGCCTTCAGTTGTCGTATTCTCTGAAAACTATGCAAATTCCACTTGGTG T GATGAACTTGTCA 
AGTGTCTTAAGAAAGGCCAGAA 
 
>0020-94_010(5-31-06) 
AAGAAGGGGGTGAGATTGTTTTTGGTGGGGTGGATCCTAACCATTACAAGGGGA GCATACTTATGTTCC 
TGTGACACACAAAGGCTATTGGCAGTTTGACATGGGTGATGTATTGATTGAT GTCAAACAACTGGATTT 
TGTGCCAGTGGATGTTCAGCAATTGCAGATTCTGGAACATCTTTGTTGGCAGGCC ACGACTATCATCA 
CTGAAGTCAATCATGCAATAGGAGCCACTGGGGTTGTAAGTCAAGAGTGCAAG CTGTAGTTGCAGAATA 
TGGAGAAACCATAATCAAGATGCTGTTAGAAAAGGACCAACCAATGAAAATCTGCTCACAGATTGGTTTG 
TGCACTTTTGATGGGACTCGAGGTGTAAGTATGGACATTGAGAGCGTTGTGGA AACACTCGTAAAGCAT 
CTAATGGTTTGCGCGATGCAATGTGCTCTACATGTGAGATGACAGTTGTTTGATGCAGAACCAACTTAA 
GCAGAATCAAACACAGGACCGTATACTAACTTATGTCAATGAGCTCTGTGACC GCTGCCTAGTCCAATG 
GGAGAATCAGCAGTCGATTGTGGCAGTTTGTCTTCATTGCCTAATGTTTCCCTTACGATTGGTGGAAGGG 
TTTTTGATCTCAGTCCTGAGCAGTATGTCCTTAAAGTTGGTGAGGGAGAAGC CTCAATGCATTAGTGG 
ATTTACTGCTCTGGATGTGCCACCTCCTCGTGGACCTCTCTGGATCCTGGGGGATGTTTTCATGGGTCGC 
TACCATACAGTATTTGACTATGGCAATCAGAGAGTTGGGTTTGCTGAAGCTCCTAATCTACTGTTTCAG 
TTTGTCCTTGTCTATCCATCTCTTCCGAACACGTTGCATTCTGAAATACTAGTTG 
 
>0021-94_012(5-31-06) 
CTTTTCTCAGAGGTGTAGCTTGCTGAGTCAGTACCTTAAGGAGAAGGGTTCCTTTGGAGATCTCAGCCTC 
GGTATGACTTGCAACATCGAATCCAACGGGACACCTGAGATGTACCGTCAAT AG CTCAACAATGAATT 
TATTTCCGGTGAATGAGAAATTAAGTGATGTTTCAGGCCAAAGCGAGGCGGCCAATC GAACCTTCAATC 
CATTGATTTGTTCCCTCAACCTGCTGGGTTCACTACTCCATTTCCTAAGGAGGAA TCCCAAAGATTGCT 
GACTCTAGAGTGAACAAGCCTGCCACAGCAGAGCCTGAAAAGGCCCAAATGA A T TCTATGGTGGAC 
AAGTAATCGTGTTCAACGATTTTCCGGCTGACAAGGCAAAGGAAGTGATGCTATTA AAGCAAGGGAAC 
CTCCCAGAGTCACAACACCCCCTTTGCTTCTAATCCGGCTACTAACAACCAGCCTGCCTTTGCTCCTAAC 
171 
 
 
TTGGCCAGGAACTCTGTTGAATCCAGCACTTCAATTGCTACTAGCTCTAGCGGCGTTGTTCCTCCAAATT 
TTGGCAATAAAGTGATTAGCGAACGCGCTCAACCATCTCCTCAACCTCTTGCTGCTGATTTACCAATTGC 
AAGGAGAGCTTCACTGCACCGATTCTTGGAGAAGAGAAAAGATAGGATCACT CAA ATCACCATACCAA 
ATAAACAACCCAGAGGAAGCCCTCCCAACTAAGCCAGCTGAATCCAAGCCATGGCTAGGCCTGGCTGCTC 
AGCTAAAGCAGTAGTTAATTTTTATTTTCATTTTTAGGCATTTTACAATTCAAG CTGCTTTCCTTCTTT 
TTTTTTAGTGGGGCTTTTTAAAGCCTACTTTATAATATGTTTTTC 
 
>0023-94_016(5-31-06) 
ATGTCCTGTTTTTTTTTTCCCTCTAAATATCTAATGATACTTCCCCTTGTAAT TGGGAGCTGTTTCACC 
AGTTTGTATAGCAAGCAAGATGTGTTTGCATCATGGTGATTTTTTTGAGACATTTTAGCTTTATCTATTG 
AATGGGTAAGGAAGGGGAAGAGGAGGAATTTAATTCCTGTGAACCAAAATAATATGA TTTATTTGAAAA 
ATGCAGGAGGAAATAGGTCATGAGTGCATTAAGCTGCTCACAACCCGGAGATT AAATTTATTTTGGAAG 
GATTTAGCTCCAGTGTGCATACAGGTTGATGAGTTTATCATTTATTGGGCTCTATG GCAAAAACCTAAG 
GGGAAATGAATACTAAAGCTGGCAAGAATTGAAAAGTGCATGTTTTTTTCCAAACTAGACTATGCGAAGT 
TTACACAAAAACAAGGAGAAATAATGTATGATAGGCAACATCAACAGCAACGCGTTATTCCCAAGTTTTG 
AGGTTACCATGGATGAAAGATATAGCTTGGTGTTACCACTCAAAGTATTACCTGCTTTTAAGGATAGCTT 
AATTTTGTGAAGTTGGCTTTCCAGGTGAAGGCAAGACTGTTTGCCTAAATGAG A ATCGATGCTTTTA 
AACATGAACTTCCTCTCTTTGTGGTCATGGGATGTTAGAATGGATACCAAGGTTTGTTTGACTGAACTCA 
CAGGTATGGGGAGTTTATTACTTATTGGGTTCTATATCCAAAAGCCTGAGGA A TT ATATTACAGCAG 
AAAAGAGTTTAATAGTGCATGTTTTTCTAAACTTGCTTGGTACAAAACTATG AGAAACTAAGAAAAAGA 
ATGAC 
 
>0024-94(5-31-06)_001 
GCTGTTACAAGGCCCAGAAGATTTATGAAGAGGAGGAAGAGGAAGATGAATTTGCACAGCTAGCTCGAAG 
GCATTCAAAAACACAGCCCAAGCCTTTTCAAAGCAATGGAACCTCTTCCCCTGAGGGTCCATCATCAACT 
TCATCAATCTCTTCAGCCTCAACCTCTGTCCCGAGTAATGCATTGGCCTTGC TGATCCACCTGCACCAG 
TTAGGACCACAAAAGAGCAGGACATGATTGACCTTCTGAGTATCACCTTGTCGACAACATATGCCTCCCC 
CCATACTCCCCACACTCCACCTGCCTCTAACCCAAACATGCATCAGATGCCT T T CCCAGTGCCCAA 
GGGTATTCCTATGCTACCCAGACTGATCCCAGAAATCAGGGGCAGGTAACCAAC TAGTTATGTTGTTC 
CTTGGGCCCAGCCACAACCACAACCACAACCGCAGTCTCAGTTTCAACCTCA G TTCAACAAGTTCA 
ACATCAACAACCACGTCAGTTACAACCTCAAATCTTTCAACAAGCTCAACACGCAACCTCAGTTA 
CAACCTCAAAGCTTTCAACAAGTTCAACCTCGACCTCAGTTACAATCTCAGAGCATTCAACAAGTTCAAC 
CTCGACCTCAGTTACAATCTCAAAACTTTCAACAAGTTCAACCTCAACCTCAACCTCAGTTACA 
ACCTCAAAGCTTTCAACAAGTTCAACCTCAACCCCAGCCACAAATGCAACCCCAATATCCTCAATATTCG 
TCTGGCTATCCTCCTCCACCCTGGGCTCCAAACCCTGGCTATTCCAACCAGA T ATTTATCTACCACTA 
ATATGCTTTCGAATCCACGGGCCCAATACAGCTGCAGTGTACACACCCTCTCAAGGGAACAAGATCAAGC 
TTGCAGCACTATAACTCTTTCCC 
 
>0026-94-(6-12-06)_A01 
TCTCTCTCTCTCTCTCTACAAGGCTTCAATGGCTTCCACCACCAAAGAAGTACTGAGCTTCTTCCC 
CTCATCCGGGTCTACACTGACGGCTCGGTGGAACGCTTGTTTGGTTCACCAATTGTCCCACCATCACCTG 
ATCAAGACCCAGAAACCGGAGTCTCATCCAAAGACATTACCATCTCAGAGAACCCCTCAATCTCAGCCCG 
CCTCTACCTCCCAAAACTCACTCCCCATAACCAAAACCAAAAGTTCCCCATTTGG CTACTTCCATGGC 
GGCGCCTTCTGCGTCGAATCAGCCTTCTCCCTCGCCTCCAATCGCTACCTCAACAGCATTGTCTCCCAAG 
CGAATGTTGTAGCCGTCTCGGTCGAGTACAGACTTGCACCAGAGCACCCTCTTCCAGCTTGTTACGAAGA 
CTGCTGGGCTGCACTTCAATGGGTTGCCTCTCACTCAGCTGGTAACGGTAAGAACC TGGCTAATCAAT 
CATGGTGACTTCGAAAGAATTTATATAGGGGGTGACAGTTCTGGAGCCAATCAGC CATAACTTGGCCC 
TGCGAGCTGGGACTGAGAGCTTGCCTGGTGGTGTAAAATTTTTTGGTGTTTTTCTTTCTCAGCCTTACTT 
TTGGGGTTCCAAGCCAATTGGATCAGAGTCTAAGGAAGGACATGAGAAGAGCTTGACTTCTTTTAATTTG 
GAGCTTA 
 
>0027-94-C01(4-28-06) 
A 
 
>0029-94-D01(4-28-06) 
TTGGAGATGGGCCATGGGACATGATGAGAGAATTTGATGATAACATCCCTGC GTGCCTTTGATAACTT 
TCAGTTTGTGAATTTTACAGAAATAATGTCAAAGAATATGGATCGTTCCAGAAAAGAAACAGAATTTGCT 
172 
 
 
CTAGCTGCACTGATGGAAATACCATCCCAGTATAAAGCAACACTAGAGCTTAATATA TGGGTGCCAGTA 
GGGGGAATGCTATAGACAGGGTTGCTCTTCCCCCACCCATGTATGGTACAGCTCC TTCAACACCAGAAA 
GCCTTCACAGTCAAGCAGTTTTCATTCAAGTGCACGTTCTTCTGGTGTACAT A ACTGTTGGTGTCTCA 
GCTCCTCCAAGTTATGCTTCTGATAATCACGTTTGTCCCATTTGCCTTATCAA CCAAAAGACATGGCCT 
TTGGTTGCGGACATCAGACATGTTGTGACTGCGGAGAAGATCTTGAGTTATCCCCATTTGCCGAAGCAC 
CATCGAGACCAGAATAAGGCTCTATTAACTGGGAGCTGTTCTACTGGCAAATTTTG GGTTGGCCTCAGC 
TTTAGCTTCCAGACTTTTCCGGTCTCTTTGCTGGTTGAGAGTTGGTGCTAGATTTAATTGGATGCAATGT 
CAGATCTCGTAAAATGAGAGGCAAGGGTTACTCATCAGATCTTG 
 
>0030-94-E01(4-28-06) 
ACCGCCATTTGGTATCTCTGTTGGGGTACTCTATCGAAGGCAACGAAAGGATTCTT TGTATGAGTATAT 
GCCTCAGGGTGCTCTAAGCAGGCATCTTTTCCATTGGGAGAGCCTGAATTTG GCCACTATCTTGGACC 
AGGAGGCTCTCAATTGCATTGGATGTTGCTAGAGGAATGGAGTATCTTCATAA CTGGCTCGTGAAACCT 
TTATACACCGAGATCTCAAGTCTTCAAACATTCTTTTGGGTGATGACTTTCGGGCAAAAGTTTCAGATTT 
TGGGTTAGTCAAACTTGCTCCAGATGGTGAGAAATCTATTGCTACTAAGCTTGCTGGGACATTTGGATAC 
CTCGCACCTGAATATGCTGTGATGGGGAAAATCACAACTAAAGCTGATGTGTCA CTTTGGAGTGGTGT 
TGATGGAACTTTTGACTGGATTAATGGCACTTGATGAGAGTCGCTCAGAGGAAAGCCGGTACTTGGCTGA 
GTGGTTTTGGCGAATCAAATCAAACAAAGAGACTCTTATGGCTGCCATTGATACAGCTATCAATGTAGAT 
GAAGAGACCTTTGAGAGCATCTCTATCATTGCTGATCTTGCTGGACATTGTACTGCGAGGGAGCCAAATC 
ATCGGCCTGATATGGGCCATGCAGTGAATGTGCTGTCTCTACTTGTTGAAAAA GAAGCCAATGACCGA 
TGAATC 
 
>0032-93-A10(4-21-06) 
ATGTAACCACCAACCTATTATTTTTATTATAATGAAAAATAATATAAAAAATCCGATTTCTCCTCACATC 
CAAAATATATTTGACCAATTTGATACAATGACTTTCCCTCTACATAACAAATAC AAGCTATTATTTTC 
AACACACAATCTCGAAAACGGTGCAGGAGGATTCTCTCTGCTACTCATTGGAGGATGACACGGGGAGGAG 
ATTTACAGAAGATAATGCTTAAACAAATCACAAATAGTTATTTCTAGATGTTGAAATTCGACTAAAATAT 
GAAGACAACACTGTCATGGACTCGGGATTTCTGGTTCTGAGCTACACATTCAGA A CACATCAGGTTC 
CTTATCTCCTGCTCCCTCAACCTCATGTACGCAAAGAAAACAGCATAATGGA C TTGTTCAAATGCTA 
AGCAAAGCCTTTTCACCTCCTCTTCATAGAATGCCTTGTCTAGCATCTGGCT CTCCATAGGACATTTT 
AGCAAAGATAGACTGATAAGGAGGATATTTCTCCATAACACCACGGACCTGGTCAA TCTTCACAAACA 
GCGAGTTCCTCATGGCCATATGGGTAAAGTAAACCAAAGTTAGAGTACAACT C G GATCATCTCGGG 
TAAGCTCAGTTCC 
 
>0032-94-G01(4-28-06) 
ATCGATCGCCGAGAAAGAAGAAGAATAAGAAGAAGAAGAGAAAATGTACGGATTCGAAGCCTTAACGTTC 
AACGTAGATGGAGGGTACTTGGAAGCAATCGTGAGGGGACACAGAGCTGGGCTT CACCGCCTCTGATT 
ACAACAACTTGTGCCAGTGCGAAAACCTCGACGACATCAAGATGCACCTCTCG CACCGAGTACGGCTC 
TTACCTCCAAAACGAACCTTCCCCATTGCATACAACTACAATTGTTGAGAAATGC CTCTTAAATTGGTT 
GATGAGTATAAGCACATGCTATGCCAAGCAACAGAGCCCTTGTCAACCTTCTTAGAGTACATTACATACG 
GTCACATGATAGACAATGTTGTCCTGATTGTTACTGGAACCTTGCATGAGAGA TGTTCATGAACTATT 
GGAAAAATGCCACCCATTGGGCATGTTTGATAGCATTGCTACCCTGGCAGTCTCAGAATATGCGGGAG 
CTTTATAGGTTGGTTCTTGTGGATACACCACTTGCTCCATACTTCTCGGAGGTATTACATCAGAGGACT 
TGGATGACATGAACATTGAAATAATGAGGAACACTCTTTACAAGGCATACCTTGAGGATTTTTACAGGTT 
TTGCCAGAAACTTGGGGGTGCCACATCAGAGATCATGTCTGACCTCCTTTCCTTTGAGGCTGACAGAAGA 
GCTGTCAATATTACCATAAATAGCATTGG 
 
>0037-94-D02(4-28-06) 
GTCTGTTTTGCTTTTGGACCGCTGAAATATCCATGGTCATTTTATTGTCATGTTT CCTTTCCATCAATG 
GTTGTAAAAAAGAGCATCTCTTTTGGGCCCCTACAGATGAATTGTCCGACCATCTGTGGATAGTTTCTTT 
ACCTAATAAGAGATTTCAGAATCAATTGAATAACTCAAACCCATCTGAACGAA TTACGTTGAGGTAATA 
TGTGAAACGACGCGTTCGGATATGAGCTTCAATGGAGGAATTTTAAGAGATCAAT GGTTGCGGTGGATT 
GGATTAAAAACCATCCAAGAGGGTGGGGGGTCGGTGTAGAGTGCATCTGTCA CGGGATACCAACAATGC 
CGACTGCGAAGAAGAAACCATCGACCAACCTATGCCAGACGTCCCCAAAAACACTACCTGTCCCACTTTG 
GATGGCTTCGAATCTGATTCCGACTCTGGAAACGGAGCTCTCGTCCAACCC 
 
>0042-93-G08(4-21-06) 
173 
 
 
CTTTTTTTTTTTTTTTTTTTTTTTTTACTAGTAACATTCCATAATTATGCATA GGCTAATGAAATGTAT 
TACAGCAAGCAGTCTGGACAATCTAATAAAACATACTCTAAAACATATTTTC CCTGAGGAAGTAAAACC 
ACCAAGTGAATTGAGTTGATCTAATGACTATAAACCATAATCAAACAAAATAT TAAAGAGCTTCTAAT 
CTACCTCTACCAAGGCTGCCATACATTGATTAATAGTGAATGTGAACAAACTA TATATCTTCAATTGTC 
AGGGAGAGCTACCTTTGGATATGATAGTTAGCAAATGGCATGACAGAAACAC TGGTGATGAAGACAAAC 
TAAGAAAGAAATAAGAGACTTTCCTGATCTTGTGGAAACCTTCATGGGCCAT TTTTCATCGCCAATATG 
TTCTTTTATTCCCTTTGCCACTGAGCTAGCTTTAATCTGATTTCAATTACTAAC ATTACAATAAGTGTC 
CATTTCATGCGTTGTTACCCCTCTTCATCGTAATCTTCATCTTCCTCGTCTAACCTTTTGCTGAGGTGTG 
CAAGCTGAAGAGGGTCGATGGCCATCTTGTCCACATCAGAGAGAGACCATCCAGGG ATTCTTCATGTCT 
AGTCTCTGTAGTAGGCCCAGCTGAGGAGGCTGGGGCTGCTGCTGC 
 
>0045-94-D03(4-28-06) 
AGAAGATGAAGAAGAAGCAAACTTTTCCTCTCCTACTTTAGTTTCGATACATTCCG GCAAGAATCAGAA 
GCACAAGCACTAGAAGAAGAAGAAGAGCAAGAAGCAAAGGTTGAGGCTTTAGCCGAGGATGAAGATGAAG 
AAGAGTCACTGTCTGGGACGCCTTGGGAAGACGAAGAGACAGTGACCCGTGA AGAT CGAACCCGAAGA 
AGAAGAAGACGACCCGAAGACCCACGAGAAGGAACCGGGTATGGAAGAGTCA TTCGGAGAAAGTCAA 
CAACGAAAGCCTGAGAGAGAAAGAGAAAGAGAAAGCTCAGTGTTACCAGATTG TTGCTTCTAATGATGT 
GTGAGCCAAAGCTTTCCATGGAGGTATCCAAAGAAACCTGGGTTTGCAGTACCG C TCATCCGATGGCT 
CCCAGAGAGGCCCATCAAGAAAACCAACGGCGGAGATGGAAAAGACCCCAAA AAAGTGTGATCAGCACC 
GCCACCGAGGACAACTCTAAAAATCCTGCGCCACCAACGCACACGGCGGCGCCACAC ACTTGCTACTTC 
AGCCGCCGCGTTCTTCGTGTTCTTTTCCAGCTGCGGTGGCGGCAGCGGCGGCT C G AGCAGGAGTGTC 
GATGGCGACTATGATAGAGCAGAAGCTGGTAGGGGCAAAGGGGTACGAGCCGTTTGTGTTGACACGCTGT 
AAGTCGGA 
 
>0046-94-E03(4-28-06) 
GGGGTGGCAAATAAGCGTACACGACTTGTCGGGTTCAGTAGTGGCGATGGCCTC AT GTCACACGGTTT 
GTGCCGTCCCCCGGGTCCCCGGGTCGGGTCAGCCAATCGAGCCCCGGGGTGTGGCTCA TTTTCGCCATG 
GGGATGTGGCGTGTGACCCGTGGGGCCGCCTCGAGGCGTGGCGGGAGCACCT GC C GACGCCATTGG 
CTACCGCTTCCACCTCTTCTCGGGTCCCGACACCACCTCCGAGATCGCCGCGG GACTCTCAGCTCCAAT 
AGTGGCGGGAAATTCTGTGTTGACAAAACCTCTAGTGTCACTGCAATGGACCCCC AGAGGAAGTTGGG 
ATTTCGGATCCGGGTCATTGAATAGGTCCAGACCTTCTTCGAGATCCGGATCCGGATCCGGGTTCGAACT 
CGGGTCGGCAGCATTGCTTCAATTGTATAGAGGGTTTGTGATGTCTTCTACGGTG GAAAAGTGGGGAAA 
AGTGGCAAACCAACGGTGGAGGTGGGTGTGAAGCACGTGACATGCACGGAGACGCAGCGGCCTTCGTGG 
CATTGGCGGCAGCCATGGATTTGAGCATGGATGCTTGCGGGTCTTTTTCAAGAAG TCCGAAAGGAATTG 
AGGCAGCAATAGGGTCGGGTCGGGTCTTG 
 
>0047-93-B08(4-21-06) 
GATAAAATAAGAGCATGGGCTTCTCTATTTTCTTCATTTATGCCTGATAATTGG CTAAAAGATAACAAG 
GTAACTGAAAGAAAAAGATAAAATAATTGATAAATGATTAAACATAACTATTGCCATATACAGAGCAACC 
GCAAAACGCTTTACAAAGGGCAAAATTTATGTTCTTCATATCCAAACGACAC A GGAATAGCTCCCCAA 
AGGCAGGAAAAAATACTAGTCTCCAAAACCAGGAGGGAATACAAGACTACAAC CCA TATGTTACCAGG 
GGGAACCGAAAATTCTAAGACTAAGCTTCACACAGCCAAACAAAAACCTCGGCAGAAAAATTATGCACAT 
CCATCAGTCCAAGTTGGTGGAGTGTTGGCTTTAGAATTAGGGGGGCCAAACCA TAATAGATGGAGTCCT 
CATATCCGTTATAGTGCCTCCGGTTAAACTCTAACAAGCTGCCGTATGTGCGATCAGATACCCCTACAAA 
AAGAGCTTCAGCATCTGGGCTAAAAGATATTCCAGCAATCTCCCCAAACATATCAATCTCTTGTCCATGC 
ACATATCCTGACTTTGTGTCAAAAATATGAACGAAGTCTGCCGGCTCAGCCATTGCCATAAACCGGCCAT 
CAGAGCTGAACTTTACAGCTCTTATTGCCCCCATCCTTCCCTTTA 
 
>0047-94-F03(4-28-06) 
TGACTATGGTATGACTTGGCATTTGTAATGATTGCAACATGATGCTGGTGTACTTGTGAATTGC 
CATGAACACACTATAACATTAAATAAAAAAGGAATCTTTTTACGTATTACAC TGCACACATGCACA 
CTCTTTTGCAATGTTTGAAACATCTCTAACCTCATTACCCTTTTTTCTTTAA CAGAGCTTATTTTGAAA 
ATTGATAGGTTGAGCTCTGTTATAAGCTGAAGGACTGTCTATGCTCTCCTAGCTGCTATTAGAATATAAA 
TGGTTTGTAACTATAATCTATTAATGTAAAAAAAAAAAAAAAAAAAAAATGT AAAGGTAAATAGTAAG 
TTTGAAAAACAAAATTATAACCCATAGAACTATCTATGTAGGCACTACCAATTTACTACAGTTGAAGCAA 
TTATTGAATAAAACAAAGTAATTGAGAGAATAAAATGAGGAAGCATCTGCAA CTGTTGGCTATATCCAG 
TTTGTCTCTTTAATAATAGTTATTTTTTGTTACAACCTGTGTGTTAAGTAGCCTGATGGGCATGTGTTCA 
174 
 
 
TCATCCTTAAAAGTCAAGTTGCATTAAGTTTGAATCTGTGGTTTTTGTCCTAA TTTGTATGCTTTAATA 
ATTACTTACTGATTTCATTAATCTTTGAATTCAATATTTGGTTGTGAATATATTGTTTCTGTTGATATCA 
AATATAATTATATTGCTT 
 
>0048-94-G03(4-28-06) 
GGGGATTTATCCACTCTGGATGAGCAGTTACTGAATTCAAAAATCCAGGATG AGCTTTGTTGCAGATCA 
GAAGTGAGTGCCAGGCAAAAGAGGCAGCCAACAGGATATTTCAGAACGTGGCAGAGCCAGGGTCGGAATG 
CATTTACCTCGAGGATGTGATGCGCTTTATGAGTAAAGAAGAAGCTTTGAAGAC TGCATCTGTTTGGA 
GTAGCAACTGAGAATAAGGGAATCAGCAAGTCCTTCCATATGGACTGGATGG TA A CCTTTAGAGAGA 
GAAGGGCACTTGCATTGTCTCTCACTGATACAAAAACAGCTGTGGACGAACTC AT ATATGTTGAACAT 
TATTGTAGCTATCATCACATTGATAATATGGCTTATTATACTCAAAGTTCCAA TACCCACTTCCTCGTC 
TTTTTAAGTTCACAACTAGTTTTGGTGGTGTTTATGTTTGGGAATACCTGCAGAACAGTATTTGAAGCAA 
TCATCTTCTTATTTGTAATTCACCCATTTGATGTTGGTGATCGTTGTGAAGCG CGGAGTCATGATGGT 
AGTCGACGAGATGAACATACTAACTACAGTTTTTCTGAGATATGATAACCAA GATCATTTACCCTAAC 
AGTGTTCTAGCTACAAAGCCCATTGGTAACTATCAACGTA 
 
>0052-94-C04(4-28-06) 
AAACAAACACCGACACTAGAAAGAGCCATGGCTCTCTCACGTGCCATGCTCATGCTAACCCTGTCACTCA 
CACTCATTGCATCCTCCATTGCTCAAGGTCCATCATCAGCACCTACAAGCTC C GCCAAGCCACCAAG 
TACCACCAAAGTCACACCTCCAACCGCCACAGCTCCTTCGCCAACCACAACAGC TGCCACCAACCACC 
ACAGCAACCCCTCCAACAAGCACTGCAACTCCTCCCACCACCACAGCCACACCA CACCATCTACTTCCG 
TACCTCCAGCTATGCCTCCTGTAGTTTCATCAACCCCACCGACGGCAAGTCCTCCAG TGAAGGCCCAAC 
AAGCACAGAGGCCCCAAGCCCAACTGGTATCTCACCACCTTCACCACCGGGTGGA CACCAGTGCCATCT 
TCACCAACTTCTGCTCCTCCCCCAGTGACGTCGAGCATTGGAGTGCCACCAA AGAGGGCCCTTCCCCAC 
CTGCAAGCAAAGGAACTAGTGTTCGTGGAAGCAGCATGGCTGTGCTAGCATTGTTTGGAGGGATTGCACT 
CCTTAATGTTTAATTATTAATGACACCATGCTAGGGTCATTGTTTAAATTCTG AGATTAATTATGATA 
CTTATTTGTGTATTCATTTTTTTTTTTTTTTTCCCTTTTTTTGTTTTTGTTT GTTTTTTCTTTCC 
 
>0054-94-E04(4-28-06) 
TGCTAGTCAGGGGAAAAATGATACACCTGTTTCCGATGTTTCCAGAACAACGAG AGAAATTCAATGTT 
TTGTCCTCGGCATCATATTGGCTCTCACAGATTAAGCTCTCTGAATCTGCTG AAGCACTCAATTTCGC 
TTGGCTTTTTTTAAATTAGCGTTTGAGGCAGGATGTGAGCCTCTTCAGCGAAT GATGAGCTCAAGT 
CCTACACTCAGCGACATGACCTCAGTGAACTTGGGGAACCTGTGAAGGAATT TTTG AAGGTATAACAT 
ATCAGAAAACACAGAGCAGGTGCAGGTCTCTGAAACCTTTTCTCAGGTGCCT AA AGGGAACTCGATCA 
TCTGATGATGAAGTCCACAGCTCTTCTTCTACTGGCGGAAGTAGGAAGTTGA GCCCAGGTCTTTGAATG 
CTGATGCTGATCAAACTTCTCCAGTCACTGAATCTGCCAAGAAGAGAACTATTC GAAGAACAATTCTGC 
AATCAGGACTAGGGGATCTTTGAATAAGAACTCAGCAAATTCAAAACTTGTTTCA AGACTGGGGGTCGT 
AAGTCGCTAAAGAAGCCTGAGAAGCCAAGTAAGCTGGATTCTAATAGAGAAA G CAAGACCAAGCAGG 
GAAAGAAATCTGCCGCTGAAGCAGTTCCAGTCAGCACTTTGCCTGCCGAGGAT T CTCCAAGAGAACA 
AAGAAAATATGGGTATGGGATGCTCCCCC 
 
>0060-94-C05(4-28-06) 
GTCTTGAAAATTGATTTGGGTTGCCATATACATGGGTTTATCGCGGTTGTGCACATACTCATGTTCTTC 
AGGATGGGCCGGTTACTGGAAAGGCAGCTGATGTAATTGCGGCAGCTAATAC GCTGCGGAAGTTGCTTT 
GAGGCTTGTAAGGCCAGGAAAGAAGAACAAAGATGTAACTGATGCAATTCAG GGTTGCTGCTGCTTAT 
GACTGCAAAATTGTTGAGGGTGTTCTTAGCCACCAGCTGAAGCAGTTTGTGA AGA GTAACAAGGTTG 
TGCTGAGTGTGTCTAATGCAGATACAAGAGTTGATGATGCGGAGTTTGAGGAAAAT AAGTTTATGCTAT 
TGATATTGTAACAAGCTCAGGTGAAGGCAAGCCTAAGTTGTTGGATGAGAAGCAGACAACTATTTACAAG 
AGAGCTGTTGACAAGAACTACCACCTGAAGATGAAAGCATCTAGGTTTATTT CAGTGAAATAAGCCAGA 
AATTCCCTATCATGCCATTCACTGCTAGGGCTCTGGAGGAGAAGAGAGCTCGTCTTGGTTTAGTGGAATG 
TGTTAATCATGAGCTATTGCAGCCATATCCTGTTCTTCATGAGAAGCCTGGTGA TATGTTGCTCACATC 
AAATTCACAGTTTTGCTAATGCCAAATGGGTCAGATCGGGTCACATCTCATC T TGCAGGAGCTGCAGC 
CCACAAAGACAATAGATGATCCTGAAATCAAAGGCTTGGTTAGCCTTGGGCACAAA A 
 
>0063-94-F05(4-28-06) 
GACTTTCGGAGTGTTCGATGTGACAGTATTAAACACAATTCTTGTTCTGTCTGTAGTTGACTCTCTGTG 
TTTGGTTGGAGGTTTTTGTGTCTGACCTAAAATTGTAGTTTTTAGGTACAGCCAAAATGGGGTTTTGGGT 
175 
 
 
CTATCAATCTTGATTGAAAGTTGAAAGTGAAAAGTTTGTGGAATTGTAATGAACCCATTTCGATTTTTGA 
TTTGAAGTTCTTGTTTTTGTTCCAATATTCTAGTTTCTGTGTAAAGAAATCTGGGTTTGGGTATATCAA 
CTTTGATAGGATTGAAAGCAACTGTTATGTTCTTGTGCTTTGCGTACCTTAGAAACAGTGACTTAACATT 
GTTATCAATGCCATTCCTGTATGCCTCTTTGGTAGATTTCTTAGTTTCGATTGCTTCACTCCCATCCATT 
GATCTTCCCTTGCTCTTGGGCAAGAACCCAGATGGGACCTTCCCCATTTGGTCCAAAATAATGTTTAGCC 
CGTACTTGAACTTTGTTCGGGGTTTCTCAGCATTGCGGAGATTGAAAAGTGGGGAA ATCCTTATAGTGA 
AGTTAGTGAGGGTTTGTATGTTGGTGGATGGCCTTATTCGCCAGATAAATTGCCCCCGGGTAACCCTGCA 
GTTATCGATTGTACCTGTGAATTGCCAAGAATGCTGGAATTCTCGGGGCATCCTAT TGTGCATCCCGG 
CTTGGGATACA 
 
>0065-94-H05(4-28-06) 
CAATGTTGTGGGGACATTGAACATGCTGGGACTTGCGAAGAGAGTGGGTGCCAGGTTTTTGCTAACGAGC 
ACAAGTGAGGTGTACGGAGATCCACTGCAACATCCTCAGGTCGAAACCTATTGGGG AACGTCAATCCTA 
TTGGTGTTAGAAGCTGTTATGACGAGGGAAAACGTACGGCCGAAACGTTGAC ATG CTATCATAGAGG 
TGCAGACGTAGAGGTGAGGATTGTAAGAATCTTCAACACCTATGGACCCAGA TGTGCATCGATGATGGT 
CGTGTGGTCAGCAATTTTGTTGCCCAGGCATTAAGGAAGGAGCCTATGACTGT T TGGTGATGGGAAGC 
AGACAAGGAGTTTCCAATATGTATCTGACTTGGTGGAGGGTCTGATGCGCCTAAT GAAGGAGAACATGT 
AGGACCTTTCAATCTCGGTAATCCGGGTGAATTCACCATGCTTGAACTTGCTGGG TGGTCCGGGAAACA 
ATTGACCCAGACGCAAAGATAGAGTACAAGCCCAACACAGAGGATGATCCCCACAAGAGGAAGCCTGATA 
TCACAAAGGCTAAAGAGTTACTTGGCTGGCAACCAAAGGTGGAACTCCGCAAGGGT TTCCTCTCATGGT 
CTCAGATTTCCGGAAACGTATCTTTGGTGACCACAAGGAGGGTGGCGCTACTACCGCGAAATTCTAA 
 
>0071_B05(REV4-21-06) 
GATACCAAAAACAGAGAGTACAAAACAAACAACATTAAGAATTTAAGAGTTCATA ACAAAGCTGGATTT 
AACCAGCATTGGTTCAAAGGCACTAAAGTTGCCTGCTTAACTACAATACTTATATGATTAACTAGCAAAG 
AGGGCACAATCACTTAAAAACAAAATTCTTTGGAAGTTATAAACAGTTGCAGAGACTAGCTTCCACCA 
CAGCTTCCAAAAGGCACCCTGTTGCAGTCCTAGCGCAACCCAAAATGCCATCAAAATTTTAATCAGAGCC 
AATATAAGCATCTTTCAGCCACCAGTCTGCACACATCAAGGAAAGCTTGTCCCGTGGCAAATTGAAAAGG 
ATGCACTTTATCAAAGACGATGGGAAGTCATTGGTGAACCACTAATGTACTGTCCAGAGATTTTTGCCTT 
GCAGGTTGGACACATAAAACCAACAGAATCTGGTTGTAATTCAGCATCAACAGCCTCATGGTTGAACTCT 
ACTCCACACCATACACAAACAGTTGTAAGCTGATGTCTCCCACCCATATTTAACATGACTTCTTCTGACT 
CAAACTGGACAGAGGAAGCATATTCCCTTTCCATATCTACGCTATATGTCAATC TGGGTACCTCCTG 
CAAGGAAAGAGATTCTTGCCCAGTTGCAGTGCTATACTTAAGAGG 
 
>0071_F06(FOR4-28-06) 
GAATAAGAACGGCGTCGTTGTGGACCTCGAGAAGTTGGCGAATGGGGAAGATCCTTTTGGGGAAGAGTTG 
CGGAGGAGGACTGTGGGGATGGAGAGTGAAGAGGCGTTACTTGGTTTTATGAGGGAATTGGGTGGGCAGT 
GGGGGAGTAGGAGGAAGAAGAGGAAGATTGTGGACGCCGCAGCCTTCGGAGA G TTGCCGGTTGGATG 
GAAGCTCTTGTTGGGGATCAGAAGGCGCGATGGCCGTGCCTCCATATACTGCCGCAGATATATAAGCCCT 
ACTGGACAACATTTTGTGTCCTGCCAGGAAGCTGCTTCATACTTGCAGTCCTTTT TGGTCTTAGAGATG 
CACAATGGCCCAGTAGTCAGATGGTTGAAAATATTCAGCAGGACTACAGACACTT TGAAACTCAGCT 
TGTGGCTGTTACCCAAAAGGATGAAGACCGAAGGCAAGAAGTCATTTCTAGTTCAACTGCAGCAAGAGTT 
CCGATATCTAGCGAACAGCCGAAGGAAGCGACGTTATTGGGAATGGACAATCTTGCAGATGTCCAAATAC 
GTGATCTATTTGAATGTCACAAGTGTAGCACGACCTTTGATGAGAAGGATAC TATCTGCAGCACCTATT 
GTCCTATCACCAGAGGACTACGAGGAGGTACAGACTTGGTTCTTCTGTTGGGGA GGAGTGATAATTAAA 
GATGG 
 
>0072-94-F01(5-9-06) 
GGTTTTCTCTTGCTTTTGGAATCTGCAGAAGATACAGCACTGGATATTCTGGA GCTTCTAATGAGCTCG 
CGCTTTTTCTGGCTAGGGCAGTGATTGATGACGTCTTGGTTCCACATAATTT GAAGAGATGAGCTGCAA 
GTTGCCCCCAGATTCCAGTGGGAGTGAGACTTTGCGAATGGCCCGAGCACTCCTTTCTGCACGACATGCT 
GGTGAGAGGATCTTGAGGTGTTGGGGAGGTGGGACTGGCTGGGCTGTGGAGGATGCAAAGGACAAGATTT 
TAAAGCTTCTGGAGGAATATGAAAGTGGGGGTGTTGTGGGTGAAGCCTGCCAGTGTATTCGGGATCTTGG 
CATGCCCTTCTTTAACCACGAGGTGGTGAAGAAGGCATTGGTTATGGCTATGGAGAAGAAGAATGATAGG 
ATTCTGGATCTGCTGCAGGAATGTTTTACTGAAGGGCTGATCACTATCAACCAG TGACAAAAGGCTTCA 
CTAGGATCAAGGATGGGCTTGATGATCTAGCTCTTGACATCCCGAACGCCGGGAGAAATTCAATTTTTA 
TCTAGAGCATGCCCAGAAGAAGGGGTGGCTCCTACCATCCTTTGGTTCATCAGCA CGGACGCCTCGCTA 
176 
 
 
ACTCAAGCTGCAGCTTCTTGAGAATAACATGTATTTTCACTTGTTTTTCTCTTG 
 
>0074-93-G04(4-21-06) 
AATAAACAGTACTCATAAGTTATAATAGTCGGAATCAGAATCACACGGCATTAC CATCCCTATAAGCA 
CTGCTATGAACATCCTGACAGAAAAATGATCTCTCTGCAGGTTCACACATAAAAAAAGATTTATTGCACA 
ACTAACAACTAAAATTATAAAAGTGAATGCAAAGCGAAAGGCCGTTATTATC A ACAAAGCAAAAAAT 
ACCACTAAGTAGTAAGGATTGGAGGCATGTAATCAGATTTGGCACCCAAAAA GAGCCTTGGTGTCAGG 
GAAGAACTCAAATCCAGGCAGCTCTGTGACATTTCCTTCACTATCAACCCCG AGGATAACGCAGCAAG 
TGTCCTGGCAGGTCATGTTCAAGTGTCTCACTTGAATACAGATCCCAATATTTGTCAGAAACCTGGTTCA 
ACTTACGGATACACTCCTCGCTTTTAGGGTGTAAGAATGAATCATCGAGCAT CCAAGGTGCTCGTACCA 
TAGTGACATACGGAAACCATGGATCTGGCCACGTGCTGGCTGCCTGTTAGCCAGAT ATATGGTTGGTAA 
GCTCCCATTGCTATCTCAGAGTCCCTAGCTCCATCCATTGATCTCTGGTTGATGTTGGCAGATCCAATTA 
TTATATATTCGTCATCAACAATCATCATCTTAGCATGAACATAGATCATGAA 
 
>0074-94-A07(4-28-06) 
ATTTTGAGCAGAGGTGGAGAAAGCAAGGTGGTAAGGATTTACTTGTTCAGCT AG AGCTTGATGAAAT 
CATCATCCCCCCATCTCCAGTTATGTTTCCAGATGACATTGAGACATGGAATGT C GTTGTTTAGATCC 
ATTGATGGTGGGGCTGCCTTTGGCTTCCCAGAGACACCTGAAGATGCAGCCA AGCTGGGCTTGTCAGTG 
GGAAGGATAATATCATTGACCGAAGCATTCAGGATGCTTACATTAATGCTATTCGACGTGCAAAGGATTT 
CATTTATATTGAGAATCAGTATTTCCTTGGAAGCTCTTTTTGCTGGAGTGCTGATGATATCAAGCCTGAG 
GATATTGGTGCTCTGCATCTGATTCCAAAGGAGCTTTCACTTAAGATTGTCGCAAGATTGAAGCAGGGG 
AGAGGTTCACTGTCTATGTTGTTGTCCCGATGTGGCCAGAGGGTATGCCAGAAGTG ATCAGTTCAGGC 
CATATTAGATTGGCAAAGGAGGACAATGGATATGATGTATAAAGATATTATTCAGGCTCTGAGAGCCAAG 
GGTATTGACGAGGATCCTCGGAATTATTTGACATTTTTCTGCCTTGGAAATC GGAGGTGAAAAAGCAGG 
GTGAATATGAACCATCAGAAAAACCACCACCTGATTCAGACTATAGTCGAGCT ATGAGTCTCGGCGCTT 
CATGATCTATGTTCATGCT 
 
>0075-94-B07(4-28-06) 
TTCGATGTTGAGACAGATACTGCATTGAGTGTGGCAACCGAAATGGTTGCAAACTTGATATTACTGATC 
AGGACGTGACCAGAATAGCAGATATGATTGATGGAGAAATTGCTTCCTTGGG CTGAATGGAGACCAGG 
GCCAGGGTTAGAGGAAACACCCCGGTTTGCTAATCAAGGCCTCTGTCATAATTGTGCCTCCAACCATACC 
TCAAGTGGTTCCTTCATGGATTTTCTGTCAAATAATCAAGGCGTCAAGAATT C AGTTCTGCAATGCT 
GTAGACATGGATGTGCTGCTTCAATGCACGGCCGGTTCGAGGAGATTACATTCCAAGCAGAGGAGTCTGA 
GAATCACGTGACATACGGTACACCAAACATGTCCAGTGAAACTGATTATCAGG AATATGGAGTCAGCAT 
GAGAGCCGCGAGCTTAGTTCAGTTGGCTCTGGCCAGAGCAATTCTTACGAGGA TATGAGAAATTGGAGC 
AATCAGTAGTAACTGAGGAAGAGAATGACGTTAGTATGAACAATGATAATACCTCC AAGAAGGAAACTT 
AATTGGAAAATTATCAGGTTCACATTCTTTCTCTTTGAAGCCATCCTTGTATC TGACCTGTCTGGACAC 
TATGTGAAAGAAATCCAGCAGGATTTGAGATGGCTTAAAGCAAAGTACCAAATGGAAATAACGGGAACTT 
AAGGATCAACAGTTAGGAATGTCAAAATCTTCAAATTGTGGAAATAGAGAACACA GTAGATGATTT 
 
>0079-93-B04(4-21-06) 
CTTTTTTTTTTTTTTTTTTTTTTTTTTTAGCTAAAAATTGATTCTTCATTTAA TTCACATAATATTTTT 
TAATTTGCCAAAAACTAAAAATAAAAAGATATATGAAGAATTACATAATTAGTAA CTGAATTAACAAGG 
ATGGATGGTAATTCGACCCATAAAAAGGGACAAAATCCCCAAGAAATTCAGTTA G CAGAAATCACATC 
AATCAAAGGTTCATGCCAACTTGCTGGGATGAGAGCTCTGGGTTTCAAAATTTG AATTTCCTAAGCT 
CCTGCATTGCCTTTAGCAAATGGCTCATCTTGAGGTTTCATGGCTGGGAAAAAAA CCTCCTTAATGT 
TTTGTGAATCAGTTAACAACATTGTTAGCCGATCAATACCCAATCCCCAGCA CTGTTGGAGGCAACCC 
ATACTCAAGAGCCGTACAGAAGGTTTCATCCAAAGCCATTGCTTCATCATCAC GATTGCCGATCCTTG 
AGCTGCTCGGCAAATCTCTGGCGTTGTACCACAGGGTCATTCAATTCAGTGATGCATTGCAGAGTTCAT 
GCTTGTTAATAAATAACTCAAAACGCTCAGTTAGGCCTTTCTTCGTTCTATGCC CTTTGCCAAAGGACT 
CATTAACTCAGGGTGGTTAATGATGAAAGCAGGATTTGTACAAGTCTCTTCCAAGAAGTGTCCTACAAGT 
TTGTCCAACAAACGCGCAGTTGTTTC 
 
>0085-94-D08(4-28-06) 
CTGTCCAAGATGACAGAGAAGTTAAGCAAATCCATGCTTGACGGTATTGGTT GCCACTGGATCAGTGA 
TGAAACCTGTGGTTAAATCCAAAGCTGGGAAGGCATTTCTAAACATGATGCCAGGAGAGGTCCTCTTAGC 
TTCACTTGATGCTGTCAGTAAGTTTAAACCTTTATCAGATTTACAGCGAGAAAGTCATGTTTTAAATGGT 
177 
 
 
ATATAAATTCATAGAATTAAAGTGATCCATCTTGCCAATTACAGACAAGATTTTAGATGCGGCTGAAGTA 
GCTGAAATACAAGCTCTTTCTGCCACCTCCAGGGCAACAACTAGAATGGTCCAAAGAGGTAAATCTATA 
AAAAAAACATATAAACGTGTGTGTATATAAGCCATTTTAGAGATATGGGGAGCAGCAAGCAGCATCTTGT 
GCAGAGTTCAAATATATCTTTTATTTCATCAATTACTCATTCATTTAAAATCTATATTATCAGATAATTA 
GATCATAAATTTGATCTATCTATACTTTTTGAGTAAACTTCAGCGAAGATGCATA TTCATAGATATTTC 
TATGGTCTTATTACTAAATGGTATATTTTCTACACTATGATCTTTGTATTTGAGCAGCTAGTCATAAAT 
GATACATTTTTGTTCAAAAGCTAGAAATATTTGTCAAATTCTCTGAAGCATTCTTTGTGCTTCTTGTTTT 
TAATCTTTTTTTTTTTCCCTACTAATGATAAATTTTTTATATTTTCACCCATGTGTTTTTTCATCTCTAA 
CTTTTTATTTGCTTTTCT 
 
>0086-94-E08(4-28-06) 
ATCCAAACTCTTTCCTCCAGTACGAAATATTGCTTAAATCGATTTGGAAACTGCAATCTGCGTGAGATGG 
ACAATGATAATGATTTTACATTTTGTCAGGTTAGCTCACCTTCAGACCAAGAAGATCATGAGACAAAGAA 
GCTTGTGTCGGATGTTCGTGATATTACTATAGGAGATGAATTCTCAGATGGCAGCAATAGTAGTCAGAGT 
AGTGGTTTTCTGTGGAATGAAGCTCCAAAAAATTCTGCCTCTAAGAGGCAGGATAAAGTTGGTTCTTTGT 
CTTTCAATGTTATTGATACATCCTCTCCAAAACAGTCAAGTGAACAGTCAAGTGAACTGTCAAGACCAGT 
AGCATCAGGAGGCACTGGAGATTCTGTCAACAAAATCCAGGAACGGACTGTTGCAA GAAGCCTGCACCT 
CGAGCCAAGGTTCCTTTTGAGAAAGGATATAGCCAAATGGACTGGCTTAAGCT ACGCGAACGCATCCTG 
ACCTCGCAGATTTAAAGGGACAGTCAAATAAGAGGCTCATTTCTATGAATGA GT AAACAACATCAGAA 
AGAAGGTTCCATGTGGACTGTATTAAAGGGTCGTGTGTACAATATATCTCCATACATGAGATTTCATCCT 
GGAGGTGTTGATATGCTGATGCAGGCAGTGGGAAAAGACTGTACATCCTTATTCAATAAATACCATGCTT 
GGGTGAATG 
 
>0087-93-B03(4-21-06) 
AATGATAATACTTTACAGATATATACATATAAATATAATTCACATTACAACACTATTGCTAGAATCAACA 
TGATACATGTGACACTCGACCCCATTGTTAAACTACCAGTTACATGGACTAAATAAAAGACATAAATTCC 
TAACCCAAAAAATTTTAAACAAAAAGAAAAGACAATTAGGGAAAAATCTATTGAAGAAAAAATAATCCCA 
TCCCTGCCGAGCATCAGTGAAGCTAGTACTATATGGGCCTTTTCAACTGTATCTGCTTTCCTATGTGAGA 
TGATATCAAAAATCTGACTTCATGAGCTTTACTCGAGGTTTTATATTTATGC G CAAAGGGCTTTGCCT 
GTTCTACATGTATGTAATCCCTTGTCTTAAGAACCAATGTCTCAAAAAACATCCTTGATGCTTCTTTACG 
AGTTTTACCAGCTAGTAAATTATCCATGGGGAGTGTCTTTCTTCCATGTACGC T CTTATCAAATAAA 
GTCTGGAGATACTTGGCAACAGCCCTGGTACGAGATGACCATCCAGTGTTCTCAAGAAGGCGAGTGTCTT 
CAGTACTTGATGGCGTATTATCATCTTCTTCTTCAGCTATTTCTTCATCATC ACATTTAAGAATTCTGT 
GTCATTCCCAACTGTGACATCTTCAAAACCACTAC 
 
>0087-94-F08(4-28-06) 
CCTTGGGAGAGTTCTATGAAATGGGAACTGACAGAGGGAATGTTGAAGTTGCTGA GCAGTCAATGGATT 
TTTTGTTAATGGGCTCGAATCATTGTCTGCAACTGAACCTGTTTCTGGATAATTTGCAATGTGCCAGTG 
GACTTTGTGGTTCAGCCATCTCTAATGGATAAAACTGATGATGCATCTGCTCTGCCAATTGGCGCAT 
CATGCATGTCACCTGATAACAAATTGGATGCTCAGACCGTTGAGGGCGATGCTTTTGTGGTGAATATGAG 
CAATGGGAATGCCGTTGATGCCATTGAAATTGTAGAACATGGGGTTGAAATCA TGCACACCTACAGTCA 
GGTTCTCTTGAACTTGCTGAGAATATAAAAGGTTCACTTGCAAGTGAATGCC TAATCTAGCTTTTGAAA 
ATGGTAACCAGCCTTTGGAGGAAACAGGAAATGATAAGCCGGGGGTTTTGAATGAG TGGAGTTGTGCC 
TGTAGACTTGGGTTGTGATGACAAAGACCCTACCTCTAACTTTATGTGTATG AGAAATGAAAATAGAT 
TCTACACATTCAGTAGAGCTTGATTTGGATGTGAATAATGCTTCCCTGAATG T AGAAAATGCTGACT 
GTCAAGAAGCTGATCCAAATAGTATCATGGATGGAGAAGTCCATGCCCTTGA TG CCTGGTGTTGAA 
 
>0091-94-B09(4-28-06) 
ATCAAATGGTAGTGCAACAGCAACACCTGCAGCGAAGGCCGCTGAGGCTTGAAGATGTTTGTGGATAAGG 
CCTCTGGTGCCTGATTATGTTTATGTACATTGACAACGAAAATTTCCGAGAGT GATTTCTACATACTGA 
TTATCTGGTAGTAATGTAATAATGGAATGTAAGAATAGCTCCAGAACATACGTC TGGATTTTAAGTTGT 
ACCGTTTGAGTAAATTGGACATTAAAAAGTGTGTTCCCTCCCTTCCACCCAC CTTTCATTTCCTCA 
AGGATGTGAAGGAGGTTTGATTTTGTTATACTGTGTTACCACAAAAAAAAAAAAAAAAAAAAAA 
AGGGCGGCCGCTTAATTAACCTCGAGGAGTGGTCCCTATAGTGAGTCGTATTATAAGCTAGGCACTGGCC 
GTCGTTTTACAACGTCGTGACTGGGAAAACTGCTAGCTTGGGATCTTTGTGAAGGAACCTTACTTCTGTG 
GTGTGACATAATTGGACAAACTACCTACAGAGATTTAAAGCTCTAAGGTAATATAAAATTTTTAAGTGT 
ATAATGTGTTAAACTAGCTGCATATGCTTGCTGCTTGAGAGTTTTGCTTACTGAGTATGATTTATGAAAA 
178 
 
 
TATTATACAC 
 
>0095-93-B02(4-21-06) 
GCCCAGCCTCGTAAAGCATTGACAAGATCTACTGCTGCTAGCATGGCAGATATTGAAGATGTTGACGAGA 
ATGATTCATCTGATCAGAAAGATGAGGATCATCCGATTCTTTCGGCAATCTTTGATGTTCAATTTGTGAA 
CCTTGTCAAGAAATTGGAGGGAGATATCAGAGAAAGCATTGTTGAGGTCTACA ACCCAAAGAGCAAG 
GTGTCAGTGGTGCCAGCAGAATTGGAACAGAGAAGTGGGGAAAGTGATGGGA TATATCAAGCGGCTGA 
AAACATTTGTGGAGAAGCAGTGCTCTGAGATACAGGACCTTCTTAGCCGAAATT ACTTTTGGCTGAGGA 
CCTTGCAAAAACTGGTGGAGGCCGTAATTCCCAGCCTGAGCAGAGAGTGAGTGGG GCCTGGATAGAGTC 
CAGGTAGAGAAACTCCGAAGAGATCTTCAAGAAGCATCTCAACGGTTGGAGA CTCAAGACAGATAAGG 
CCAAGATTGAGTCTGAGGCATCCATGTACAGAAATTTAGCTGGGAAGATGGTC ATCTGAAGAGCCT 
ATCTGATGCTTACAACAGTCTTGAACAGGCCAACTTATATCTAGAAAAGGAGTT AGAGCTTTGAAGAGT 
GGAGGGCCCCCAACAATTCCAGATGTTGAGGCAATAAAGGCCGCAGCAAGGGAAGAA CCCAGAAGGACA 
GTGAGGCAGAACTGAATGA 
 
>0097-94-H09(4-28-06) 
GATTGCCTTGCATGGGCAGCAAGAGACCCATCTGGAGTTTTGTCACCTTACA CAGCCGCAGGGCTG 
TTGGCAGTGACGATGTTTCATTAAAAATTACACACTGTGGAATTTGTTATGC GATTTAATTTGGACCAG 
GAATTTTCATGGGGATTCAAAGTATCCTGTAGTGCCTGGACATGAGATAGCAGG ATCGTGAAAGAGGTT 
GGTTCCAATGTTCACCGCTTCAAAGTTGGTGACCATGTTGGAGTGGGTACCTATGT AACTCATGCAGAA 
GTTGCGAGTATTGTAATGATGGACAAGAAGTTCATTGTGTAAAAGGATCAGTTTA ACCTTTAATGCTGT 
GGACGCGGATGGTAGCATTACTAAAGGAGGATATTCCAGTTACATTGTAGCCCA GAAAGGTACTGCTTC 
AGGATACCTGAAAACTATCCACTGGCTTCAGCAGCTCCTTTGCTTTGTGCTG AATTACTGTGTACTCTC 
CCATGCTGAGTCACAAAATGAACCAACCTGGTAAATCTCTAGGAGTGATTGGGCTTGGAGGTCTTGGTCA 
CATGGCTGTGAAGTTTGGAAAGGCTTTTGGGTTGAATGTAACAATTTTCAGCACT CGTATCCAAGAAA 
GAGGAAGCCCTGAGTTTGCTTGGTGCAAACAGATTTGTGGTCTCATCTGA 
 
>0099-94-B10(4-28-06) 
GGCATCTGGAGAGGAAAAGTCATGTAAGAAAGAGAATAAAACTATACCTACCTGGAGAGCACAGATCGAT 
CACTGAGCATGAGTCACCAACAGAAGGATTTAAGAGTAGAACCAGAACCAGA C AGTCGAGAGAAAGAA 
GGAGAGAGGCGGAGAGCAAGAGCTGAGAGAGAGAGGCGGTGAGCAAGAGTGAGTGAGTGAGTGAGTGAGA 
GAGAGAGAAAAGGTATGAATCATTGACCTGTTAAAATCTCGTCGCTATGGATGAAGAGTATGATGTGGTA 
GTGTTGGGTACTGGTCTCAAGGAATGCATTCTTAGCGGTCTTCTCTCCGTTGATGGCCTCAAGGTTCTGC 
ACATGGATAGGAATGATTATTATGGAGGAGAGTCAACATCGCTTAATCTTATTCAGCTTTGGAAGAGGTT 
CAGAGGAAATGACAAGCCTCCGGCACATTTGGGCTCAAGTAGGGATTATAATGTTG CATGATACCAAAG 
TTTATGATGGCAAATGGCACTCTTGTTCGTGTCCTCATTCATACAGATGTTACCAAGTATTTGTACTTCA 
AAGCTGTTGATGGCAGCTTTGTCTACAATAAAGGAAAGGTTCACAAGGTTCCAGCAACTGATATGGAGAC 
ACTCAAATCCCCATTGATGGGTATATTTGAAAAGCGCCGTGCTCATAAGTTCTTTA TATGTTCATGAT 
TATAATGAGACTGATCCCAAAACACATGACGGGATGGACTTGATTAGAGTGACAACTAGAGAACTGATAG 
CAAAATATGGGTCTGG 
 
>0105-94-H10(4-28-06) 
AATGGTAAAATGGTTGTCAGCAAACCTCTCTATGTTGCACTTGCACAGCGGA AGAAGAGAGAAGGGCGA 
GGTTGCAGGCACAATTTTCACAAATGAGGCCAATTGCTATGGCACCTTCTATGGCTCCACGTGTGCCAAT 
TTACCCTCCTGGTGCTCCGGGTCTTGGTCAACAATTTTTGTATGGGCAAGCACCTCCGGCTCTAATTCCT 
CCACAAGCTGGGTTTGGTTACCAGCAACAACTTGTTCCTGGAATGAGGCCTGA GAGCTCCAATGCCAA 
ATTTCTTTGTTCCTATGCCTCAGCAGGGTCAGCAGGGCCAGCGCCCAGGTGGAC AC CGGAGCTGGTCC 
TGTGCAACAAACCCAACAGCCTATGCAACTGATGCAACAGCAGATGATTCCAGGGGACGTGTCTATCGT 
TATCCACCAGGGCGCAACATGCCAGATGTTCCAATGCAAGGTATGGCTGGAAT CTATCAGTTCCTT 
ACGACATTAGTGGTGTGCCAATGCGAGATGCTGCACTGGGACAGCCCATGCCCATTCAGGCTTTGGCTAC 
AGCTCTTACAAATGCTAAACCTGAGCAGCAGAGAACGATGCTGGGTGAAGCTTTATAC CTCTAGTGGAT 
CAGCTAGAGCATGAATCAGCAGCTAAGGTTACTGGTATGCTTCTGGAGATGACC GACTGAGTGCTGCA 
TTTGC 
 
>0106-94-A11(4-28-06) 
TGCACAGACGAACTTTGGCTTTGAGTGCTCTGCTTTCTCCGAAGGTCTACGC AAGCGATCCGTGCAACC 
TTCGCCGGAACCGATCCCGGAGCTATCTCCTGCCGGAGATCGGAAAAGGGTCTC TTGAAATGGCTTTA 
179 
 
 
GGCTTCGCTGTTGGCGTGTTTGGGGTCCTAATTCTCTTCCATGCCGCCTATTCAACCATTCAGTATAGGG 
GTTTGTTGAAGATTACGGAGGAAGAGTTTTCAGGACCTCCAATGAATGTTGTGGCT AGTTGCTTTTAGG 
GTTAGTGTTCTGTATCTGGGCAGCGCTGACAGTGCCAGGGAAGTTTCTTTCGAT CAACCCTATTCTGAA 
GAGAATAGGATAGTTTCTTTACCAGCCAATTCAGACTTCATGATTTTCAACCATCGGGGCAAAGTCTTTC 
CTTTGGAAATGGATGTGAAGCTGAAACATTGAGTTTCTATGAATTAAAAGGCTCCCTTCATGAGGAATC 
ATTTTCCAGTCTCATTAGAACTTGGAAAAAGAAAAATGGTGGCATGTGGCCTATCACTATGCTGTTCTCT 
GTGTTTTTGCTGTTTAGATGATGTTAGTGTATCATCATTTTTAACCTTATTAC AGAATTTCTTGTCTCC 
ATTGGCTATCTTGGTCTAGCAATTTAAACTTCGAAATTTTTAATGTATTTGT GATAATCTAAATG 
 
>0107-94-(6-12-06)_A04 
CTATTGGAGATGATCCGCAGCCTCATGATAGCAGCAAAAAAGGTGGAAAAGA G AAAGGGAAGGAG 
TAAGAAAGGCCCAGCTAATGTTCAGAGTCCTGGGAATAAGAAGGCAGCAAGA ATGATAAAGTTGAAACA 
TCAGATTCAGAAAATGAAGGCAGAAAAGATGAAATCAATCCAGCCACTGTAGACAAACCAATTCTTCGGA 
AGCATACTCAAGAGTCTAATGGATCCGGAACTGCTAAGCCACTGCCACCGGTGCA TTTTATGCCCTAGA 
AAGTGATCAGCCTATACTGGACACTTTGAAGCCCTCTGTAATTATTGTATACCA CCAGACATAACTTTT 
GTCAGGGAAATTGAAGTTTATAAATCTGAGAATCTATCAAAAAATTTGAAGGTTT CTTTCTTTTCTATG 
AAGATTCTACTGAAGTGCAAAAGTTTGAGGCTAGTATAAGGAGGGAGAATGC CATTTGAATCTCTGAT 
CAGGCAGAAATCAATGATGATGATTCCAGTTGATCAGGACGGGTGCTGTCTGGA TAAATTCTTCTGTA 
GAGCCACAATCCTCAAGTTCCCAAAACTCAATAACAAGAAAGGCAGGTGGAA AA GAAATTGAGAAAG 
AAATGCAGGTAATAGTGGACATGAGGGAGTTTATGAGCAGCCTTCCAAATATTCTCC CCAGAGGGGCAT 
GCGCATAATACCAGTAACCTTGGAAGTAGGGGATTATATTATCTCACCATTATATGTGTAGAGAGAAAG 
AGTATCCAAGATCTTTTTATGAGCTTCACATCTGGTCGCCTTTACCACCAAGTAG GACAATGGTCCGCT 
ATTATAAAATACCTGTTCTCC 
 
>0110-94-E11(4-28-06) 
TATCTGGATCTGTATCTTATTCACTTCCCTGTAGCTACCAAGCATACTGGCGTGGGTACCACTGACAGTG 
CTTTGGATGAGGATGGTGTGCTGGAAATAGATACAACCATATCTCTTGAAACCACCTGGCGTGCTATGGA 
AGATCTGGTTTCCAAGGGTTTAGTTCGCAGCATTGGGATCAGCAACTACGATA CTTTCTAACTAGAGAT 
TGCTTAGCTTACTCCAAAGTGAAGCCTGCTGTGAATCAAATTGAAACACATC CT TTTCAACGTGATT 
CCCTTGTCAAATTTTGTCTGAAGCACGGTGTTAGTATTACAGCTCACACTCCTCTAGGAGGTGCTGCAGC 
CAACACTGAATGGTTCGGTTCAGTGTCATGTTTGGATGATCCAGTTCTCAAAGGACTGGCTGCAAAATAC 
AAAAGAACTGTGGCTCAGATTGTTCTTCGATGGGGCATCCAACGTAACACAGTTGT TTCCAAAGACAT 
CAAACCTTAAGAGATTGGAAGAGAATTTCCAAGTTTTTGATTTTGAGCTAACCAAGGAGGACATGGACCA 
GATTAAAAGTTTGGACAGGAAACATCGAACCAACACTCCTGGAAAGTTTTGGGGCATAGATTTGTATGCA 
TAACTGCATCAGCATTCTAATCCTGCAAGAATAAGAGTTTTTGAGCTATTGGA ATCCTTTGGATTGAAC 
TGGCATTCGAAACATTTAAACTATTATTTTAGTT 
 
>0111-94-F11(4-28-06) 
CGCTCGCCGGAAATACTAAGACTACTAGCTAGTTGCTAGTAATAGCCGGAAA ATAT AACCTGACTTTG 
TATCACAGTTTTTCCGAGCTTAAACCCTGGCACAACTGTGAAACACACTCGA GCTCGCCATTGTTACTG 
CAACTACCATCACCACCACTATCAATTTCACCGGACAAGAACATAGAATCCTCAG ACACATTCCATGT 
AGACCTCAGAGAATCTACAATTTTTCCTTACCTGAAAGATTGTTACCTCTTCAT AAACGAGAAAGCCAA 
GCAGTGCAAAAGCCACACGCGCTTCGCCATCTCAGCAAACGCTACGAAGAAAGATGAATCGGGGACACCC 
CCAGAGGTTATGACCTTTCGCTGATTCAAGTTACCGAACAGAGAACATTCCATT GCGTGTACGAGGT 
TTAGGTACTTGGCCCGACAGAACTTCCCGAAGGAAGAGTTTGGGTTCTCGAAGAGGT GCGCCTCGGATT 
AACGTTTGTGAGCTTCTTAAACTTGTCGAAACAGAGGCGGCTGCGATGTTTTTCT C TGTTCTTGTTGC 
TGTTGTTGTTGTTGATGATGATGATGATGATTGTGAGTGTCGCTCGGTGAAAAGTG GGGAAGTTAAAAC 
CTTCGAGCATGGTTTTGCAAACGAAAGGATTCGAAAACGAAAGGATCGGTGTT G TTTGTGAAAACA 
GCGTCTGGCTCGATGAA 
 
>0112-94-(6-12-06)_D04 
CAAACTCCAAAACCTTAGATTAGAAGAGTGAATAGACTTTCGTCCAGCGTTGAACAGCTTAGTACCCTTT 
CGATCAGACAGAGATGATGAACATCTTCTCAAAGAAACCCACCCCCAAAGAGGCTCTTAGGGAGAGCAAG 
AGAGAGATGACAAATGCTACTAGAGGTATAGAGAAGGAAATTGGAGCATTGCAAT A AAGAAAAAAAGC 
TTGTTGCTGAGATAAAGAGAACGGCTAAAACTGGAAATGAGGGAGCAACCAAA TTCTAGCTCGCCAGCT 
AATTAGGCTTAGGCAACAAATAGCAAACTTGCAAGGTAGTCGAGCTCAAATGAGAGGCATAGCAACTCAT 
ACACAGGCAATGCATGCCCATTCGTCAGTTGCTGTGGGCATGAAAGGTGCCCCAAGGCAATGCAAGCCA 
180 
 
 
TGAATAAGCAAATGGCCCCTGCAAAGCAAGCAAAGGTGATACAGGAATTTCAG AACAATCCGCCCAGAT 
GGATATGACTACTGAAATGATGTCAGATGCCATAGATGATGCCTTGGATGATGACGAGGCTGAAGATGAG 
ACCGAAGAGCTCACAAATCAGGTGCTCGATGAAATTGGTGTTGATGTTGCCCACAGTTGTCAGCAGCTC 
CCAAAGGAAGGATTGCCCAGAAAAGAGCTGATGCTGCCGGCAGTTCGGGAGGAT CTTGAGAAGCG 
GTTGGCAGCTCTTAGAAATCCATGAGCTGAAGATTGGATATTTGTGAGTTATGAATTTCTGCAAGGTAG 
TTTGGAAGGTAGTTTACTGTAGATATTCTATCTCTGT 
 
>0115-94-B12(4-28-06) 
CTCTGATCAAAGAAAGCGAAAATGCTGGCTGTTTTTGACAAATCTGTGGCCAA AGTCCCGAGGCTCTTC 
AGAGTCCTCAATCGGAATCGGTCTCGACTTTGAAAGATGGGTTTTTGGCCAACCA TTTGGCTCTCTCCA 
CCCTGGCTCTGTCACTGTCAATCTCGCCTCTTCGGGCCTCATTGCCTACTCG C AAAATAAGAACCCA 
CTCCTACCCAGATTGTTTGCAGTGGTCGACGACATTTTCTGCTTGTTTCAAGG CGTTGAAAATGTTG 
CACAGCTTAAGCAACAATATGGATTGAACAAAACGGCAAATGAGGTGGTCAT ATTATAGAAGCTTACAG 
AACTCTGCGAGATAGAGGTCCTTATCCTGCAGACCAGGTTGTGAGAGATATCCATGGGAAGTTTGCATTT 
ATTCTCTATGATAGCTCTTCAAAAACCGCATTTATAGCTACTGATGCTGATGTAAGTGTTCCCTTCTTCT 
GGGGTACTGATTCTGAAGGCCATCTTGTTCTTTCAGATGAGGCAGAAATTGTG GAAGGGCTGTGGGAA 
ATCTTTTGCACCATTTCCTAAAGGATGCTTCTTCACATCGTCTGGAGGCTTGA GAGTTATGAACACCCC 
CTTAATGAGGTGAAGCCTGTGCCAAGGGTGGACAGTTCTGGTCAGGTGTGTT TAACTTTCACCGTGG 
ATGAAGAGTCAAAGAGGGAAACTGTCGGCATGCCAAGAGTTGGAAGTGCTGCC 
 
>0117-94-D12(4-28-06) 
CGATCATCACCAACAACAGGTTAATTGGTATTTGCCATAAAGATGTCGACTTTACAAGTACTATTG 
CCACACCACCCCAATTGGCACCAGTGAGAACATATGGTCTGCACGTGGAGGAATTAA AAAACTGGATC 
TGATCTAGGGAGGGTTTGCATGCAGTTTCGACCTTTAGATTATAGAAGGGGAC TTTTCAGATTGCTAAT 
TCTGGAGCCAGTCTTTCACATTTTGATAGAAGAACGCCCATCATGCGTTCCATTGGAATGTCTGTAATAT 
GTGCTGCTGCCTCGAATGCGAGATGTGCTGGTGCTACTGCAGAGCAAACCCAGACTGTTACAAAGAAGTC 
TCCAACAATTGCTTCTATTCCTGGCAAGGAGATGTCACCAAGACTTGATGATGG GCACTGGTTTTCCT 
CCATATGATCGTGGTGGTGGTGGTGGCGGTGGCGGCGGTGGAGACATTCCATCGGGTGGATGGATCCTCT 
TTGGTTTTCTTGGTGTCCTTGACTTTCTGAAGGATAAAGAAATCAAGTGGCGTAAT AGGATGATAGGTG 
AAGATGAGTAAGGATTCTCGTTGATATAAAATAGGGACAGTTTGCTTACATTTGT GTATAGACTATATA 
GATTTATTTGTGCTGCTAATTCTTTTTCCATTGATGAATAAATTG 
 
>0118-94-E12(4-28-06) 
AGCTCTTTTATTGGGCCAGGCCACACCCGATCCTGATCCGCTTCAAGATTATT CA TGCAGATAACCAA 
AGCCCACTCTTCATCAATGGTGTACCATGCATTGACCCAAACAAAGCAAAACCTCCCCATTTCACCACAT 
CAGTTCTGTCCAAGCCCGCTAGCACTAACACCAGCCAATTTGGGTTCACAGCAGAGTGATCAACACCGT 
CGATTTACCTGGGCTCAACACCTTGGGCATGACCATGTCCCGAATCGACATAGTG CGAAAGGCTCCGTC 
CCACCACATTCACACCCACGGGCCTCGGAAGTAACCATTTGCCTCAAAGGCCTTCTTGTGGGCTTTG 
TGGACACCTCTAATCGTCTCTATCAACAAACATTGCGGCCCGGTGACTCGTTTG GT CCCAAAGGGTCT 
GCTCCATTTTCTCTACAATCTAGACACAAGGGTCCCGGTCCTATTGGTGTCTGG TCAGTAGCCAAAAA 
CCAGGGACTCAAATTGCATCAATAGCCGCATTCAAATCAATTCCTGATATTCC GAAGAGGTATTGGAGA 
ATGCGTTCAAAATTACCAATCAAGATGTCAGCAGGATTCGAAGAAACCTTGGAGGGTGATTATACTTACT 
TTTTGGAATAAAGGGTTTGCTCACAATTATTTATTCTTGGAATGTATGCTTGCT GTGCTGGTGGCATTG 
ATAACCTCTCTTTTTTCCATG 
 
>0119-94-F12(4-28-06) 
TTCCTCTTGCTTCTCGAAATGTTCAAGCGGCTTCTTCTCTATTCAAGCGTGATGCCATTTTATCTGATAC 
TTACAGTGAAACGGCTGAATTAGTTGACATGGACTGGGACAACCTTGGATTGC T CTCCCTACTGAT 
TATATGTATATCATGAAATGTGCTCGAGGGGGGGACTTCTCTAAAGGCGAATTA AGCGTTTTGGGAACA 
TTGAAATGAACCCTTCAGCCGGAGTCTTGAATTATGGGCAGGGATTATTTGAAGGTTTGAAGGCCTATAG 
GACAAAAGATGGTAATATTCTACTTTTTCGTCCGGAGGAAAATGCACTGCGGA AAGCAGGGTGCAGAG 
CGGATGTGCATGCCATCACCAACAGTTGAACAATTTGTGGAAGCTGTAAAGGCCACTGTTTTAGCAAACA 
AACGTTGGGTTCCACCTCCAGGTAAAGGTTCCTTGTACATCAGGCCATTGCTA G GGAGTGGAGCTGT 
TCTTGGCCTTGCACCTGCTCCAGAGTATACCTTTCTGATTTATGTGTCACCTGTTGGCAACTATTTTAAG 
GAAGGTGTGGCACCAATCCATCTGGTTGTTGAGCATGAATTGCATCGTGCAA TCCTGGTGGTACTGGGG 
GTGTAAAGACCATAGGGAACTATGCTGCAGTTCT 
 
181 
 
 
>0120-94-A02(5-9-06) 
GAATTAGTTACATCTTCACTTTCTCGCTTGGCTCAGTCTACGTCAAATACTGGATGCAAGAACCCAACTT 
TGAAGTTTCAACAGTGCCCACTTCTGAATATAAGTTACTGTCCTGGATCAGA GTT ATCTGTCTCAAGG 
AAAAAAGTTGGTAGTTGTGGTCTACAATTCTCTTGGATGGAAGAGGAATGATGTAATTCAAATTCCTGTT 
ATCAACGAAAATGTTACTGTTTATGACTATGAGGGGAGAGAAATTGAATCGC CTTCTTCCTCCTGCCA 
GTGCCTATGTGGACTTAAGGAACTACTATGTTAGGGCGTACTTAGGTCAAAGT TT CTGAGACACCCAA 
GTATTTGCTTGCATTTTCAGTGTCTGTACCACCACTTGGTTTCAGCACATATATTTCAAGTGCCAAA 
AAGCCAGGTACAGGTTCAACCAGATCATCTGTACACAGGTTTCAGAATAGTA A A ATACTGTTGAAG 
TTGGTCAAGGAAACTTAAAGCTTACCTTTTCCACTGATCAAGGAAAGATGATA ATTATGTTAATAGCAG 
AAGCTTGGTTGAGGAATCAGTTGAACAATCTTACAGTTATTACTCTGGATAAATGGAAGTGACAAAGAT 
CCTCAGAATTCTGGGGCATATGTCTTCCGCCCAAATGGCACATTTCCCATAAAGCCTGAAGGACAGGTTG 
CTTTGACTG 
 
>0121-94-H12(4-28-06) 
TACTTATAATCATATATACGGTCTTTCTATTACAGGGTTAAGGTTTTTCACGTGTATGGACCTTGGGGT 
CGACCGGACATGGCGTATTTCTTTTTTACTAGAGATATTCTTAAAGGGAAAT TTAAGATTTATGAGA 
CTGCGGATCATGGTAGTGTGGCGAGAGATTTTACATACATTGATGATGTTGTGAAGGGTTGTTTGGCTGC 
GTTGGATACGGCGAAGAAGAGTACTGGAAGTGGTGGGAAGAAGAAGGGTCCTGC CAATTTAGGATTTTT 
AATTTGGGGAATACGGCACCAGTGCCGGTGAGTGAGCTTGTGAATATATTGG G AGCTTTTGAAGGTGA 
AGGCTAAGAGGTTGGTGTTGCCAATGCCGAGAAATGGGGATGTGAAGTTTACACACGCAAATATAAGTTT 
GGCGCATCGGGAGCTTGGGTATAGGCCCACTACTGATTTGGAGACAGGGCTGAAGAAG TTGTGAAGTGG 
TATTTTAAATATTACAAGGAGGAGAAGAAGAAGATTAGTGCCTGGTGAAGTTTCTCAATTTTTATCGGAA 
TGTGTTTCACTCATTTTGATAACTTTGTGCTCATTTGCATTTGTCATTATCG GATACTTTCATATGAGA 
GAGAATGATGTCCTGTGATTGATAGGCATTTTGTTGCAGGCAGAGTATAAGAA CTTATGTTTTTTTTTT 
CCCCAC 
 
>0122-94-B02(5-9-06) 
 
>0123-94-C02(5-9-06) 
CTTTCTCTCCAGAGGATCGCATACGCATCCATTCACCAATCCATGTGTGCATCTTTGGTGACCTCCAGCT 
GCATTAAACTTCTACGCTACTGCCCTGTATTCCTGCCACCTGTCCCCAAAATCTACTACTGCTCACCGG 
GTCCAGGAGTCCTCGTACCCTCCTCCTAGGTTGTTCACCTTCCAACACCTCT CTT GCTTCTTTTGCT 
CATTCCAGTACAAGTGGTGGTAGAGGAAGAGGAATGGAGAAGAGAAACGATAGAGAGAGATCAAGAGGTC 
GTGGTGGCGGTGGCGGCCCTGGTAAAGATAAGATTGATGCACTTGGTAGGCTAT GACGCGTATTTTGCG 
CCATTTGGCTACTGAGTTGAATTTGAATATTCGGAGTGATGGGTACATAAAGG TC AGATTTGTTAAAT 
CTGAATATGAAGACTTTCGCTAATATTCCATTGAGATCACACACTATTGATGATAT AGGGAAGCTGTCA 
GAAAGGATAATAAGCAGCGTTTCGGCCTCTTGGAAGAAAATGGTGAGCTTTTGATACGTGCTAACCAAGG 
CCACACGTTAACGACAGTTGAGTCTGAAAGCTTATTGAAACCAATTCTTTCC C GAAGAAGTTCCAGTG 
TGCATACATGGAACCTATAGCAGAAATTTGGAGTCAATTTTGAAGATTGGTC AAAACGTATGAAAAGAT 
TGCATGTTCACTTTTCTTGCGGCTTGCC 
 
>0124-94-D02(5-9-06) 
GGGACGCACATAAGTGCTTCTGCCCCATCCGGCTAGGTAACACCGCATTTAGAGATAGACGGAGTGACAT 
CACCCAAAATGTGATGTGTGCATGCAACTTCGACATGCGGTTTACGTATGTGCATTCTGGATGGGAGGGG 
AGTGCAAATGATTCACGAGTCATGCAGGACGCACTTGGACATGCCGAGTATGAGTTCCCTTGGCCGCCTA 
GAGGATCGTATTACCTCGTTGACTCAGGGTACGCAATAGGCAGTGCATTCCT CCC ACACAAGTCCAC 
ACGCTACCATGCCCAAGAGTTTCGAGGTGCGAACCGGCAGCCTAGTACCCCACAAGAGTTGTTCAATTAT 
AGGCATTCCTCATTGCGGATGGTAATTGAACGATGCTTCGGCGTGTTGAAGCGAGGTTCCCGATCTTGA 
CTGGAATGCACTCGTTCTCTCTCTCTAGACAACGACTGATTGTGACTGCTTGCTGTGCATTGCATAACTT 
TATCCGCATGTATAACAGGGCGGATGAAATGTTCCATGTGTGGGAAGGATTTTTGTGCGTAATAGCGAG 
GCAAACCTAGCAGGAGCTGCACGCGTAGGCAGTGGGGGCACTGAAGAAGCTTTTA TT CGGGCACAAC 
GAGAAATGTCGGAGTATCGTGATGCAATAACTGCTGCTATGTGGGCAGATTA C GGCAACCATGATTG 
AGCTGTTTGGGGATAGATAGTAAATATGGATGATATGGAACCTTGTATAAGTCTAGATGAGATTACTGTG 
GTTTTAGCTTTTTTTATAGGTTTG 
 
>0127-94(5-31-06)_007 
AAGAGAAGTTATTTACCCACCATGCCCACCTCCACAAACCAAGCACTCCCAGTCT ACAATCTGACTCCT 
182 
 
 
CCAAAGAACAAGTTAGCCTTCGCAGAAGACTCTCCTCTCTCTCCCTCAAAATCCAACCCATCTCTGCCCC 
TGCCACTTCATGGGCTTTCCGAAGATCAAAGTCTGTGTCTTCCATGGGAGAATATGCTGGCACTTCCATA 
AAGAAATGGTGGGACTGGAGCTTCTCTTGGATCCTCTCAAGAAAGCCTATTTT GCCAAAGATCTAGAAA 
TGAATGAGGAAGAAACTAAGATGCTTGGTCCTCAAAACAAAGGTAGCTGGAGA AT TTTTCTATAAGGT 
CAGGTCTGAGATCAGAAAGCTTGTTGGCTCTGACCAAGTTCGTCTTCCTCAAA ACAAGTACAGTTCC 
TATGATTACTCCAAGAATTTTGACAATGGAAGTAGAACCTGAGGTTTACAAGGGGGTGTCAAATTAAAG 
TTGCTGAAACCTTTGGTGGAAAATAAGGTTCAAGATTCAAATCAAGATTAATTTGTATGCTCTTTT 
GCTTAATTTTCTGCTTGTAATTTTTTTTTTTTTTTTTTTTATAATTCTTTTCATTTTTTTTTTTTTTTG 
GGTTAATGTTCATCCTTGCATGAAGATTACTGGGATCTGTAATTAGACAAGATATTCTATTATTATGTGA 
CATTGTTTGAAAGGTGAATTAGAAGTGTCCGTTGGTTCAAAATTGTGCTAGCCT G CGTCTGAGATCCT 
CTTCATTTCACTTGAAATTGCAGGAGTATATTGCTCATTACCATCATTA 
 
>0128-94(5-31-06)_009 
AGCTATGCTCTGAAACCCAGCTCTCCTCCTATAAACCTAGTCAACCCAAGATCAAACTCCACTTCTTCAC 
CAGCAAACAACACACAGCTTTCCTTCAAGCTTTCAAACCCATCTCTCAGTCAGACCCTTAAATT 
CCATTCAACCTCACCACAAAGCCCCAGCTTTTCACTACCCAAAAGATCATTCA TTGCAAAAGCCAAGCT 
GACCCATCAGACTCGGCAAGGCCCACCAATGTTCAAAAACTGTATATTTATG GATCAACGAACTTGATC 
GAGGAAGCCCTGCCATACTTAGATTGAGCAAAAAGAAAGTCTTCTCTCTTGGTGACCTTGTCCCCTTCAC 
TAACAAATTGTTCACCGGAGACCTGAAAAAACAGGTGGGAGTTACACAAGGACT CAGTTCTAATCGAA 
AACAAACCAGAAAAGAAAGGTGATCGGTATGAGGCAATGTATAGCTTTGACT G GACTATGGTCACA 
TGGCTGTGAGGGGAGCGTATTTGACCTATGAAGACACGTATCTAGCTGTGGTTG GTCTGGGATCTT 
TGAAGGTGTGTATGGGCAAGTGAAGTTGGAGCAAATTGTGTACCCCTTCAAGA TTCTACACATTTTAC 
TTGAGGGGCATCAAGGAGTTGCCAGAAGAGCTTTTGGGCGATAAGCCTGTGGAGCCTAATCGACTCCTCG 
ACCCATTTTTCTATTATGTGTCCTATTGGAAACCCATTCTACGTTTTGTTCCAAGGCCAGGGGTTTTTC 
ATTGCCAGAACCAAAGTTAGCTTCTTGTACGGAGAAGAACCAAAGTGCATGAGTGT TTTTTCTGTGTTA 
TGATGATTTG 
 
>0129-94-A03(5-9-06) 
AATTTCTCTTAATGATTCTTATGCATGTAAAAATATTCCGCCACATTTCTGAA ACATTTTTTATATAAT 
TAATTCGAGTATCAGTTTTGTTTTAATTATATGGGAGTGACCCTTTTTGGTACCCAAGGCTTGTGTCAAA 
ATTGACTTTGTAAGTTTGTATCTGTTTCCACTGGTCACGGTAGATTATTGACCTATGACTGCTGATTTT 
CATACTTAAGAAATTTTAGATCTTATTTAGGGGTTGGATTACTTGACCAGTGTGCAACCTCATTAACCGG 
CTTTATTTTCTGTTTGCTTTTGTTGCTTCCCTCTATCCTTTCTGCAATATAGGTCGATTTGCTGAAGAA 
CAAGTTTGGTTTTGATGATGCTTTCAACTACAAAGAAGAGCCTGACTTAGCTGC TTTAAAAAGATAC 
TTTCCAGAAGGTATTGATATTTATTTTGACAATGTTGGGGGAAAGATGCTTGATGCTGTGCTACTCAACA 
TGAGGGCCCACGGCCGCATTGCTGAATGTGGTATGATCTCACAGTACAACCTTGAG AGCCTGAAGGTGT 
GCACAATTTAATGAGTGTGGTTTGGAAACAGATCCGGATTGAAGGATTCCTTG TT GAATACTACCAC 
CTCTATCCAAAGTTTCTGGAGTTTGTTCTGCCTCACATCAAAGAGGGGAAGATTACTTATGTGGAAGACA 
TAGCTGATGGCCTCGAGAGTGCCCCAGCAGCACTGATAGGGCTCTTCA 
 
>0130-94-B03(5-9-06) 
TCGGACCGCTCCTGCATACATCTGGAGTTTGATATTTCAGGGACTGGTATTACT GAAACTGGAGACC 
ATGTGGGTGTTTATGCTGAGAATTGTGATGAAACTGTTGAAGAAGCTGGAAAATT TTGGGTCAACCTCT 
AGACTTGTTATTCTCTATTCACACTGACAATGATGATGGCACACCCCTCGGAAG TCATTGCCACCTCCT 
TTCCCTGGTCCTTGCACACTGCGTGCTGCATTGGCACGTTATGCTGATCTCT AA CTCCTCGGAAGG 
CTGCTCTGATTGCTTTGGCTGCTCATGCTGTTGAACCTAATGAAGCAGAGAGGCTTAAGTTTTTGTCATC 
ACCTCAGGGGAAGGATGACTACTCAAAATGGGTTGTTGGAAGTCAGAGAAGTCTACTT AGATCATGGCT 
GAGTTCCCATCAGCAAAGCCACCCCTTGGTGTATTTTTTGCAGCGGTAGCACC C TTACCGTCCCGTT 
ACTATTCAATCTCATCCTCTCCTAGATTTGCACCCAATAGAGTTCATGTAACCTGTGCTTTAGTTTATGG 
TCCAACTCCCACTGGCAGAATTCACAAAGGAGTGTGTTCAACCTG 
 
>0131-94-C03(5-9-06) 
AATTAACTTCCTTCCTAGTCTTCTTCTTCTTCTTCTTCTACTTTTTCTGCTCACCATTTACACTCTCCC 
TAACTCTCAGGACTTTAAAAAAAAAAGTTTCAATCTTTTTTGCAACACTCAGAA CAAAAACCCAACAAA 
TGCCTTCGGACTCAAGCGAGCAACGCAGACAAAACAAGCCCCAAAACTCGGG GCTCCACCAGCAGAGCA 
AGAGCAACTTCCATGTCCACGCTGTGACTCCACCAACACCAAGTTCTGCTACTACAACAACTACAACTTC 
TCTCAGCCTCGCCACTTCTGCAAGTCCTGCCGTCGCTACTGGACTCACGGTGGCACCCTCCGTGACATCC 
183 
 
 
CAGTCGGCGGTGGGTCCCGCAAAAACGCTAAGCGCTCTCGCACCACTTCTCACACCA GTCCTCTACTTC 
TTCTCAAGACCCATTGTCTGCAACCCCAGTCTTGGTCCCTCTTGGGTCTAACCACGGCTCGTCCGTACAG 
TTTGGTCTTGGTGGTAATGGTGGTGGGTCTGATAAGGGTAATGTGAATGTGTGTG GACTTTTACTTCTC 
TGTTGAACACTCAAGGACCTGGGTTCTTGGCCTTGGGTGGATTTGGGCTTGACT G GACAGGATTTGA 
AGAAATGGGCTTTGGGCTTGGGAGAGCGGTCTGGCCTTTTCCGGGTGTGGCT A 
 
>0133-94-E03(5-9-06) 
ATTCTATTACGATAGTGTTAGCTGTTCTGACATTTGGTTTGTCCACCCGGTGGTT CTTTATACTGAACG 
AGCACCTTCTGCATGGTTCAACTTTGCCCTGTGCGGGTTGGTTGGTATCATTACGGCATATGCTTTTGTT 
TGGATCACCCAGTACTATACTGACTACAAGCATGAGCCTGTACGCACATTAGCTCTTGCTAGCTCCACAG 
GTCATGGAACTAATATAATTGCTGGAGTCAGTTTGGGCCTGGAATCTACAGCTCTTCCTGTTCTTGTCAT 
TAGTGTCGCTATTATTTCAGCTTTCTGGCTGGGTCATACATCCGGACTAGTGGAT AAGGTGGAAATCCA 
ACTGGTGGGCTGTTTGGCACTGCTGTAGCAACAATGGGAATGCTCAGTACTGCTGC ATGTTCTTACCA 
TGGATATGTTTGGTCCAATAGCAGATAATGCTGGAGGAATTGTAGAGATGAGTCAGCAGCCAGAAAGTGT 
TCGAGAGATCACTGATCTTCTTGATGCGGTAGGGAACACCACAAAAGCTACC C A AGGATTTGCCATT 
GGTTCTGCTGCGCTTGCATCTTTTCTTCTGTTTAGTGCGTATATGGATGAGTA CTGCATTTGCGCAGG 
AACCTTTTAAACAGGTTGATATAGCCATCCCCGAAGTTTTTGTAGGCGGATTGTTGGGCTCCATGCTTAT 
TTTCCTATTTAG 
 
>0134-94-F03(5-9-06) 
GGGGCCACAGCTTGCACATCTCCAACATCTTCAGGTAGCCCCGGGGAGTCAGCTTAC GATTGTTTGGTC 
GCCAAGGCACAATCCACAGGTTTATGGGTGGAGGTAAAGCTGCCGATATTCTAT G GGAAGCAGTGGAC 
TGCTTCTTTTGGTGTCATTGTTGTTGCTACAGTTGCATGGCTCCTATTTGAGCG TCTGGATTATCATTC 
TTATCAATTTGTTCAGATGTGTTGCTGATTTTAATTATACTATTATTTCTTCGGGCCAACTATAACGTTA 
TCAGAGATAGGTAAGGGGCAATTTTACCCTTGATCTGCTAATTGATTATATC C C ACTATTATAGAGC 
CAAAACTATTTTCATCATGAGAACTGTTTCCATTCTTGAGCAGACAATTACAAACATTACCGGAGCTAGT 
ATTATCAGAGGAAATGGTTAATAATGCTGCAGCATCATTTCGTGTTAAAATC T ATGTGCTGCATATG 
GCTCACGACATCACTCTTGGCAAGGATTTTAAACTTTTTTTCAAGGTCAGTC AGA TTACGGTATAATT 
ATTCAAATATGCTAAGCTGTATGGCTGAGGTGTTGCAACCATAGTGGGGCAAATATG GGCAATCATGAT 
TTGTAGATGACAATTATTCATCCATTGTCAAAATGATAATCAACCTACATTTATTGGTGCCTAAAAAAAA 
TGGTTTAAATATGCCAATAGGGGGAAGA 
 
>0136-94(5-31-06)_011 
CTCCTCCTGTTTACAAGTACAAGTCTCCTCTTCCACCTCCTCCTGTTTACAAG AGTCTCCTCCACC 
ACCACCACCAGTTTACAAGTACAAGTCTCCTCCACCACCAGCGCACCCCGTT CACCATATAAGTAC 
AAGTCTCCTCCTCCACCTCCTCCTGTTTACAAGTACAAGTCTCCTCCACCAC CCACACCCAAAAC 
CAGTTTACAAGTACAAGTCTCCTCCACCACCCCCACCACACCCAGTACTCCCAC ATATAAGTACAAGTC 
TCCTCCACCACCCCCACCACACCCAAAACCAGTTTACAAGTACAAGTCTCCTCCACCACCCCCACCACAC 
CCAGTACTCCCACCATATAAGTACAAGTCTCCTCCTCCACCTCCTCCTGTTTACAAGTACAAGTCTCCTC 
CACCACCCCCACCACACCCAAAACCAGTTTATAAGTACAAGTCTCCTCCACCACCCCCACCACACCCACA 
CCCACACCCATACCCACACCCACACCCACACCCAGTTCCCCACCCAACACTCCAC ATACGCATATAAG 
TCTCCTCCACCACCACCACCAGTTTACAAGTACAAGTCTCCCCCTCCACCTCCCCCAGTCTACAAGTACA 
AGTCCCCACCTCCACCACCACCACACTACATCTACTCATCACCCCCTCCTCTCA ACTAGAGAATGCC 
TCCAGAAGTATGGAACGCATGAGGATTTGTCAAAATAAAGAAACAGCTGCAGGCAGAAA 
 
>0137-94-A04(5-9-06) 
ATAAATAAATTAAAGCACCGCCCTTTGACTCCTATTAGGACTTTAAGGGGTATTACTTGTTTACTGGTGT 
ATATCTCCACCGCCTTCATGTTTTTAGTGTATTTTACACCCGTGTCTGTTGTTA GTTGCGGCTTGTCAG 
CATACGTTGCAGTAGGAAAGTAACATCCTTCATCTTTGGTATGTGGCTTGCTATGTGGCCATCTCTATTT 
GAAAAAATAAACAGGACTAAAGTGGTCTTTTCGGGAGACATGGTTCCAGCAGGG AGCGTGTTTTGCTAA 
TTGCCAATCACAGAACTGAGGTTGATTGGATGTACTTGTGGAATCTTGCATTGCGGAAGGGGCGTTTGGG 
CTACATCAAGTATATCCTTAAGAGCAGCTTGATGAAATTACCTCTTTTTGGGGGGATTTCACATCTTG 
GAGTTTATTCCTGTGGAGAGGAAGTGGGAAACTGATGAACCTGTTATGCGCA AT TTTCAACGTTTA 
CGAATCCTCGAGATCCATTATGGCTTGCGGTTTTTCCTGAAGGAACTGATTTTACTGAAGAGAAATGCAA 
AAAGAGTAAAAAATTTGCAGCTGAAGCTGGACTTCCTGTGCTGGAGAATGTCCT CTCCCAAAAACAAGG 
GGCTTTTGTGCTTGCTTGGATGCTCTGCAGGGCTCCTTGGATGCAGTTTATGA G GACCATTGCATACA 
AGCATCAATG 
184 
 
 
 
>0139-94-C04(5-9-06) 
TGGTTTCTGTAATGGCTTGTTCTGCCTAACTAGTCGTGAGAAAAAACTTTGT ACATTATTTATTTGTGG 
AACCCAAGTATTAGAATGTGTAAGAAACTTGTAGCTACTCGCTTTAATCGCG ATAATGAAAGTGCCG 
CTATTGGATTTGCTTATGATTTTCTGAACAACGACTTCAAGATTCTGAGAATTGTGTGTAATGCGATGTT 
CAATGAATCAGAAGCTGAAGCAGAGATTTACACGTTACGTTCTGATTCGTGGAGAAAGGTTGTAGTATCG 
ATTGAGTCCTTAAGAGGGTATGAACCCAACATTGGGACTATTTGTGATGTTTGG GACCTTTCAAATTTT 
ATAATGGAGCTCTGCTCGCTTTATCTTTTACTGTTGTCTATTCTTTCATTTTG CCTTTGACATTAGTGA 
TGAGAGCTTCCATGAGATAATGATGCCTCGTAATCACTTAGATGAAGTGCCTATAAATTTCACTGAACTT 
GCAGTGTACAAGGGATTGCCAGCTGATTTTGTTTTCGCTCACGATCTTGGTAATGAGCATGGTGGGAGAA 
TCTTATGCCACATATGGGTTATGGAGAAGTATGGTGTGGCCAAGTCTTGGACTAGAA ATTTGTGATACC 
AATGGAATGGGTTCAGATAGGTCATTTCTTTGGCTGCACTAACAATGGTGAACTTCTCATTAAGAATGCC 
ACTGGGCTGGTTTCAATTGACTCTGA 
 
>0140-94-D04(5-9-06) 
TATTCTTTACTTCGATTTCCAGCCATGCTGTCTGCTTTTCCGGTCCAACCCGATT TCTGTTCGGGAACC 
CATTTTCGGCTTTCGAAACCGGCTTTACGCCGTGGGACTGTCCGGAATTCTTCCCAACCATCCAATCCCC 
AGAACCCGTCATCTCAAATTCTGATTCCGAAGCTTTGCAGTCCACAAAATCGG C GGACGTTTTTCCT 
TCTCTGAACCCGGTTATTTCGAGTTCCGGTTCGGGATCGGACGAGCCGAACCAAAACCACGGCGACTCGG 
ACGGTCCGAAACATAAGCGGGGGGCGGAATCCGTGACTGTGGTGGGTGTGGT ACGA CGGAAACGGAG 
GCGGATGATATCGAACCGGGAATCGGCTCGGCGGTCACGTATGCGAAAACAGA GC TTTAGAAAACCTA 
AGGAACCAGGCGAACCGGTTTAGGGTGGAAAACCGAGAACTTTCGAACCGGTTGCGT TCTTTTTGTATC 
ACTGTCATAGCGTACAAACAGAGAACAATCAGCTGAGGTCCGAATATGACAGCTC GACACAAACTGTC 
TGAGATTCGACAATTTTTGGTGTTCCGGCAACTCCAACCTCTGACTTCTGCATGGC ATGCAATACTGTT 
ACGTCGACCCAATAAACCCCATCATTAATCCAAATGAATTTTAACTATAAATACCTACTCATAGCCTAA 
AACGAGAACTATGA 
 
>0141-94-E04(5-9-06) 
GGTTCTAACGTATGAACTAAGGTTGGAAACTCACTGGTTTGGGATTTATTATCCA GAGTCGGTGGTGG 
TTTTGAATCATTTTCTATTTTGCATATCCCAAAGAGAATTACTACCAAATTTTTGAGATGACCCTTGATA 
GGAGCAGAAGCCCAGCACGGGCTAAGAGGTTTCGAAGCGGTGAACGGGCATCTTACCGTGATGCACCTTA 
TCCAAGGGACCGTCGTACTTACCGGCAAGACTATCTGTGCAACAAATGTAAGCGACCTGGGCATTTTGCT 
AGAGATTGTCCAAATGTGACCGTATGCAACAACTGTGGACTTCCTGGGCATATT TGCTGAATGCAACT 
CGACAACTATGTGTTGGAACTGTAAGGAGCCTGGACATCTAGCGAGCCAATGC C ATGATCCAGTGTG 
CCATATGTGTGGTAAGATAGGTCACTTGGCTCGCGATTGCACGAACCCTGGT TTCCAGCTCACGATGCA 
AGGTTGTGCAACAACTGCTACAAGCAAGGACACATTGCTGCTGATTGCACCAATG GAAGGCCTGTAACA 
ATTGCCGTAAAACTGGTCACCTTGCTCGTGACTGCCCCAATGAACCTGTGTG AACA CTGCAACATATC 
AGGTCATGTGGCCCGTCAATGCCATAAATCAACTTTGACATCTGA 
 
>0143-94(5-31-06)_013 
GGTTTCCTATTTATGGTCTCCGGAGCCATGGGAGCTCCTCCACGGAAGCCTT ATGTCACATTTGGCA 
GAAACTATATGCCCACTTGGGCTTTTGATCACATTAAGTACTTCAATGGAGGCTCT AGATTCAGCTCCA 
CCTAGACAAGTACACTGGAACTGGTTTCCAATCCAAAGGTTCTTACTTGTTTGGTCACTTCAGTATGCAA 
ATAAAGTTGGTTCCAGGAGATTCTGCTGGAACCGTTACTGCCTTCTATCTATCATCTCAAAACTCGGAGC 
ATGATGAAATAGATTTTGAGTTCTTGGGGAACAGGACAGGACAGCCCTACATTTT GACAAATGTGTT 
CACAGGAGGGAAGGGAGACAGAGAACATAGGATTTATCTTTGGTTTGACCCAACCAAGGCCTACCACTCT 
TACTCAGTTCTCTGGAATCTGTATCAGATTGTATTCTTTGTGGATGACATCCCAATAAGAGTGTTCAAAA 
ACTGCAAAGATTTGGGAGTGAAATTCCCATTCAACCAACCCATGAAGATCTACTCGAGCCTTTGGAACGC 
AGATGATTGGGCCACAAGAGGTGGGCTCGAGAAGACTGACTGGTCTAAGGCC CATTTATCGCTACCTAC 
AAGAGCTTCCATATTGATGGTTGTGAGGCCTCTGTGGAAGCCAAGTTTTGTC ACCCAAGGCAAGAGAT 
GGTGGGACCAGAAAGAGTTCCAAGACCTTGACTCTTATCAGTATAGGCGTCTCCAA GGGTCCGAACCAA 
ATACACCATCTACAACTATTGCACTGATAGAGTCAGATACCCTACAGTCTCCCTGAG 
 
>0144-94(5-31-06)_015 
AAGCCCTTTTCTGTGAAGGTTGAGAAAGTTTCGAAGGCTGAAAGCATCAAGGTCGAGAAAATTGATCGAA 
ATGGTACACCAAGCTCGGAGAAAGTTTCAATGTCAGTTGGTGTCAAAAGAGGAGAAAGGTTCAAAGTGT 
AGATGTTGTCAAGATTGAGAAAACTGATTCAGCTGAAAAAGTTAAGTTTGAACAGAGAATTAAAGAAGAA 
185 
 
 
AAGCAAGCTTCTGGAGTGAAGAAACAATCACTAGTCCCTGGTGCTCCCCCAAAG TG CATCAATGGTTA 
AATCTAATGATTCCGTTCGGGACAAAGTACGAGATAGTCTTTACCAAGCTTTCTCTAAAGTTTCTAATGA 
GGCTGATGAGGATGTTAAGGATGAAGTGAATGCATGCGACCCTATTAGGGTGCT TTTCTATAGAGTCT 
CTTCTGTTTGAGAAGTGGGGAGGTTCTCTAGGGGCTCAAAAGGCCAAGTATAG TCC TAATGTTCAATC 
TTAGGGATGGTAACAACCCAGATTTTCGGAGAAGGGTACTTCTTGGACATATC A CCAGAGAGGCTTAT 
CAACATGAACACAGCAGAAATGGCAAGTGATAAGAGGCAAAATGAGAATAAA GATTGAAGAGAAAGCA 
TTATTTGACTGTGAGCGTGGAGGGCAACCCAAAGCAACAACTGATCAATTTAAGTG GGTAGATGCGGGC 
AACGCAAATGCACCTACTATCAAATGCAGACACGGAGTGCTGATGAACCTATG AACATATGTAACATG 
TGTAAACTGCAATAACCATTGGAAATTCTGTTAGTGTTGGGTAGCCATTCTTTATTGGATAGCCATCATC 
ATGAGAGAATTTATGTAACTGCTCG 
 
>0147-94-C05(5-9-06) 
AAGGAGGAGAGAGAGGCAAGATTGCAGAGAAAGGTTGAGGCAGTCATCAAGAG GA AGCTATGGCCT 
ATGCATATTCACACCAGTTGTGGAAAGCCACTCCTAAATCAACTAACACTCCTCTAGCTGATATCCGATC 
TGGGGGATTTCCGTGGTGGTGGAACTGGTTGGAACGTCAGCAGCCTCCAGCAAAT CT CTGAAGGCCAA 
GCCATGAAGAGTTTTCAAATTACACCTCCAAGACCTGTTTCAGAAATGAAGCCA GCCCGTGGCCTCAAT 
CAAGCAACCACAAGCAAAATCCTTTTGGCTTTGATAGTATGGATACGCCCAA AAAATCGACAAGATC 
AACTATAGTCACATCAGCGAAACAAGCTCGAACACCACCTCCACATAGAAACCCACTAGCCAACAGCTCA 
AGCATGTCAAAGTATTCAAGACCAAGAGCTAGTGGAGCCAGTAATTCACCCTGAT TGCCACTAAAGG 
ATGACGACAGCCTCATGAGTTGCCCACCATTTTCAGTTCCAAACTACATGGTTCCAACAGTTTCAGCCAA 
AGCCAAAGCAAGAGCTTATAGTAACCCCAAGGAGAGGTTTCCAGGGACTCCAAG AGTACTGAGTCAAAA 
AGGAGACTTTCATTCCCTTTGACACAAGGCATTGGGTCTTTCAAGTGGAACAAAGG TCCTTGTTCTCTA 
ACAAGGATTCTAGCTCTC 
 
>0148-94-D05(5-9-06) 
CAAAGCCGTGTGAAGAAAGGGAACATGACGCAAGAGAAGTTTGAGAAAACCATATCT TTCTAAAGGGTG 
TTCTTGACTATGAAAGCTTTAAAGATGTGGATATGGTGATTGAGGCTGTTATT AG AAGTTTCTTTAAA 
GCAACAAATTTTTTCAGATCTTGAGAAATATTGCCCACCACATTGCATTCTTGCAAGTAACACCTCAACA 
ATTGACTTGAACCTGATTGGAGAGAGGACAAAATCCCAAGATCGGATTGCTGAGCTCATTTCTTTAGTC 
CGGCTCATGTCATGCCACTTTTGGAAATTGTTCGTACTAAGCAGACATCTCCCCAAGTGATTGTTGACTT 
GCTAGATGTTGGGAAAAAGATAAAGAAAACTCCAGTGGTGGTTGGAAATTGC C GGCTTTGCTGTCAAC 
AGGATGTTCTTCCCTTATACACAAGCTGGTCTCTTGCTCGTTGAGCGTGGCACAGAT TCTATCAAATTG 
ACAGGGCAATTACCAAATTTGGAATGCCAATGGGCCCTTTCAGATTGGCTGACTTGGTTGGTTTTGGTGT 
TGCAATTGCGACTGGCATGCAATTTATTGAGAATTTTCCTGAGAGAACTTAT AATCAATGCTTATCCCA 
CTTCTGCAGGAGGATAAGAGAGCAGGTGAAAGTACTCGCAAAGGCTTCTACGTGTATGATGACAAACGCA 
GAGCTAACCCAGATCCTGAATTAAAAAAATATATTGAGAA 
 
>0149-94-E05(5-9-06) 
AGCCCTACGCCGTGTTCTGGATCGACCCGGACCGCCGCCTCGCCACCAAATTGACG GTCCGGGTCGAC 
CCAACCCGTCTGGAACGAGCGGTTCACGCTCCCCCTCACGCTCCCGCTCCAGAGT ATTCCTCACCCTC 
GAGATCTTCCACTCCAAGCCCTCCGAGACCCCCAAGCCCTTGGTCGGCACTTCCGCATTTCGCTCGGCG 
ACATCGACAACAGCGACGACCCGACCCGGATCCGAACGTTCGTCCTCACGCGCCCTTCGGGTCGTCCACA 
GGGGAAGATCCGGGTAAAGCTCTCGCTCCGCGAGCGGCCATTACCGCCTCCT CGGATTACCATATGATC 
CCTCCGCCAAGCTATTATTACCCCTGTGCCCCTCCCCCTACGCGCGACTACA GG TACTCTCCCCCGC 
CGTACACGTCATCGCTCCCAACTCAGTATCCCGACGCGTATTCAGGTTACTAT CTGGGTATTATTCCGG 
TGCTCCACCACCGCCTCTACCTCCCAGGCCTTTCTTCGATCGGCAAGCGAGTTATGGGCCTGGCGGGCCC 
AGTGGGCCATCTGCCCCAGTGGATTACTCGCCCTATGATCAAAAGCCCAAAT TTCCAAATTCGGGTTGG 
GGACGGGATTGGCTGTGGGCGCGG 
 
>0159-94(5-31-06)_004 
CTTTTGTCGAATTACGATTTTTCTTCTCTTATAAATTGTTGATCTTGATCCATCAATCGATCACTGTGAT 
GGCTACCACCGGCAACAAGAATATCAACGCTAAGTTGGTGCTTCTTGGTGAGTTG GCTGGAAAGTCT 
AGTTTAGTGTTGCGCTTTGTTAAAGGGCAATTTATTGAATTTCAGGAATCAACCAT GGTGCTGCCTTTT 
TCTCACAAACATTGGCTGTAAATGATGCAACTGTAAAATTTGAGATTTGGGA ACA CAGGTCAAGAGAG 
ATATCATAGTTTAGCTCCTATGTACTACCGAGGAGCTGCTGCTGCAATAATTGTGTATGATATTACAAAC 
CAAGCCTCATTTGAGCGAGCGAAAAAATGGGTCCAAGAACTTCAAGCACAGG A ATCCAAATATGGTCA 
TGGCACTGGCTGGCAACAAAGCAGATTTGCTAGATGCGAAAAAGGTGGAAGCA AGGAAGCACAAGCATA 
186 
 
 
TGCTCAGGAGCATGGCCTTTTCTTCATGGAAACCTCTGCAAAAACTGCGGCCAAT T AATGATGTCTTC 
TATGAGATAGCTAAAAGGCTACCTCGAGTGCAGCCGGCACAGAACTCATCAGGA GGTTCTTATGGATA 
GACCTGCAGAAAGGGTTGCAAGTACATCTTGTTGCTCTTAAAAGACCCAGGGCACTTTTGCACGTTGCCT 
GCGCAGCCTTTGTGATGCACAGTGGAAATCAATGTTCTAGTTATCAAGTTTGGC G GGGTGTACAACAA 
CTAGGCTGCACAGCAGAAATCAATGTTCTAGTTATCAAGTTTGGCTGTGGGA 
 
>0161-94-A07(5-5-06) 
GTGCCTCTCTGAATCTTTCCTCTCTCTACACTTTTTGGCTGTGGTTGTCATTGGGTCGGGCGGGTGGTG 
TATAGATCGGTCATTTGGGTCGAATCATGGGCATCTTCGGCGAAGCAGCAGCATCT CAACGACGATGAG 
GTGTTTTTATTAGGATCCGATGCTACAGTCGATGGGTAAGGCGTTGCTCTTCGGAC CGTGCTTTGGAGT 
AATGCTTCTGTTAGCAGCTAAAGCATCTTCGATCGGAGTTTGAGGTCTGAAGG GTGTTCCTACAGCAA 
CAATGATCGGAGTTTAAGGTCTGAGGTATGGGTATGTGATTGTTTTGATTTGTTCTAATTTGGGTATAGG 
AATGTGTTTTTCTTCCGATTTGGGTGTGGTGATGTGGTTGTTCTGACTTGTT CAA GGGTTTGTGGTAA 
GTGGTGGATGGGTTTGTTGTTTTGGGTTTGTGGTTGGTGGTGTTTGTTGAT 
 
>0162-94-B07(5-5-06) 
ACCTCTTTTCTGAGAAAAGAAAAACATAAGATATCATGGGTAGAACCGGGTTGTTT ATCTTGAGAGGCA 
CTTTGCTTTCTATGGGGCATACCATAGCAACCCAATCAATATTGTGATACAC GATCTTTGTTTGGCCA 
ATCTTCTTCACTTCCCTTGTCTTTTTGTACTTCACCCCAGCTCTCTACACTC TTCCATTCAGATTGGGC 
TTTTCCCATCTGGGTTACTGGTTTTGAATTTTGGGTTCTTGTTGGCTGTCATCTATGGCCTCTTCTATGT 
GGCTTTTGATAAGAAAGCTGGGTCTTTGGCTGCTTTGCTTTGTTTTCTCTGCTGGGTTGGAGCTAGCTTG 
CTTGCTAGTCGTCTTGGGTACTCTCTGGCCTGGAAGGTTGTACTAGCAGCTCAGTTGATTTGTTGGACTG 
GACAGTTTATTGGCCACGGGGTTTTTGAGAGACGAGCGCCAGCTCTTCTGGACAACCTTCTTCAAGCCTT 
CCTAATGGCTCCTTTCTTTGTATTGCTTGAGGCTCTTCAGTCAATTTTTGGATATGAACCGTATCCAGGG 
TTCCATTCAACTGTGAAAGCAAAGGTAGATAAAGAAATCCAAGAATGGAAAATCAAGAAACAAAAGAAAA 
TCTCCTAGGCTTGAACGGTGCATGTATAGGTGAAAATAAATTTCAGCCAATC TTTGTAAAGGACGA 
 
>0163-94-C07(5-5-06) 
TCACTCGCTCAATGGCCAACGCCACAGAACTCATTAGCCCATCCAACACCCGTGTGGGCTGGATCGGAAC 
CGGCGTCATGGGTCGATCCATGTGCTCCCACCTCATCAAAGCTGGCTACACCCTCAC GTCTTCAACCGC 
ACCCTCTCCAAAGCCCAGCCCCTCGTCGACATGGGGGCCCACTTAGCCCAACC TC TCACCTCGCTT 
CCCAATCCGACGTCGTCTTCTCAATCGTCGGCTACCCCTCCGACGTCCGCTCCGTCTTACTCGACCCTAC 
CACCGGTGCCCTCTCCGGCCTCCGCCACGGTGGCATACTCGTCGACATGACC C CCGAACCCTCCCTC 
GCCGCCGAGATATCCGCCGCCGCTTCCTCCAAAGAATGCTTCTCCGTCGACGCA C GTATCCGGCGGCG 
ATCTCGGGGCCAAAAACGGAAGGTTGGCGATATTCGCCGGAGGGGACGAGTC GT GTGAAACGTTTGAG 
TCCACTTTTTGCCCTGCTTGGTAAAGTTAATTACATGGGTGCCACTGGAAAA TC ATTCGCGAAACTA 
GCGAATCAGATAACGATTGCTTCCACGATGGTAGGATTGGTGGAAGGTATGGTTTATGCTCACAAGGCTG 
GTCTTGATGTGGGTTTGTTTCTTGAAGCGATATCGAGTGGTGCGGCTGGGTCAAA TCTTTGGATTTGTA 
TGGGAATAGGATTCTGAAGAGGGATTTTGAGCCTGGGTTTTATGTAAATCACTTTG 
 
>0164-94-D07(5-5-06) 
AAATCTTCTCTCCTTATCACTGCTTCCAACCTCCAACGCCGGAAGCTTTCTGCAACAAGGGATGGATGT 
GATGCTTTTCTTCTATTGTGTTTGCTGAAGGAACTCATTTTAAGAAGTAGTCTCTTCCTAAGAGTCTCCT 
CCAAGGTATTGTGGGTTTTCAAATTAAGACAAAAAAGAGAGCAGTCAATTAGTTGG ACTGAGAATTGAG 
AAGGGAATGTCAGGATTGAAAGCGAGTACTATTGACATGAGATGTCATCACGTG AGGACCTCTTTCCA 
AGGACATGGAAACTAGTGAGTGGACTGTTCCACCACTTATCAGGGATAGCTTTTCCATGATTGGTTCAGC 
TGTTGGTGGTACAACAAGTGCATTCTATGGATTCAACCACGTAATGCCAAAAGTCCGGAGGTGGGTAAAA 
GGCCCTATGTGGTTGCATTTTCTCATCGGTGCACCACCTGTGATCGTATTCTC TCAGCTTGTGCAGGAT 
TGGCAGGTGGTGCCGTTCCAGCTATTGCCCAACTTGCTTCTTCATCTTATCA GCGGTAGTCTCATCTCC 
TTCAATGCCTCCACCTTCACAAGATGACAAGATGCACAAGTCCAGAACTTCCTCCACTCTTTGATATATA 
TATCTGCTTTCTTG 
 
>0172-94-E03(5-10-06) 
CCCATGAATCTGTATGGACCTTCTGGTGGTTCTGTATCTGCTATCAACTCATGAAGGAGATGGTAAAAA 
AATTGCATGCCAACGGGATAGAAGTTTTGTTGGAAGTTGTTTTTACTCATAGC GTGGCTGGATCACT 
GCAAGGCATTGATGATATATCCTATTATCATGTGAATGAAGGTGAGCATTTG AGCAACAAATTATTTG 
AATTGTAATTATCCTATTGTGCAACAATTGATTTTGGATAGTCTGCAACATTGGG GACTGAGTTTCATA 
187 
 
 
TTGATGGATTTTGTTTCATAAATGCTTCATCTTTGTTGAGAGGGTTTCATGGAGAATACTTGTCTCGCCC 
TCCCTTAGTTGAAGCAATTGCTTTTGATCCACTACTCTCAAAGACCAAAATTTGCAGATTGCTGGGAT 
CCACATGACATGCTACCAAAGGAAACTCGTTTTCCCCATTGGAAGAGATGGGCAGAAATTGATACAAAAT 
TTTGTAACGATGTGAGAAATTTTTGGAGGGGTGAGGGTCTTCTAAGTGACCTTGCGACACGGCTTTGTGG 
GAGTGGGGACATCTTTTCAGATGGACGAGGCCCAGCATTCTCTTTCAATTTCATTGC AGAAATTTTGGA 
TTAACTCTTGTGGACGTAGTCAGCTTCAGTAATGATGCATTAGCTTCACAGTGAGTTGGAATTGTGGGG 
AA 
 
>0175-94-H03(5-10-06) 
ACAGAGTGGGAGGGAAAGTGGGTCGAAGTTTGTTTCATCGCCCACTTCGATTCTGGTGTCGCCACCGGTT 
TCTCCCCCGTCTGACTCGCCGCCGTTGTCGCCGACTGAAGGTGGACTCGGTGGTTT GATCGGGAAAAT 
CGGTGAGCGAACTCGTTGCTTCTATGCGGAAGATGAAAATGGGCAGTTGTGGCGGT GGGGAATCAAGT 
GGGGTCACTTTCGCCATCTGGGTTCGGGTCGCCTCGTGCGTCGATTGTTCGCCCGG TTCTGTAGCACG 
CCTTCGACTCCGACTCGGAACGTGACTCGTTCTGGACTCGGTCCATTCGACC GT GGAAACGAAGTGTG 
AGGAAGAGCCAGCGATGGAGAGGGTGGAGTCTGGGAGGGGCTTACGAGCCCAGATGTATGCTAAACTCAG 
TAAGGAGAACTCGCTCCGACGAGTTGACTCGGCCGTGTCTGGTCCTGATTTTGGTTGGGTGTCGGAGTTG 
GTTAAGTGAATTGACTCACCGAGTCATTTCCGTCTTTAAGTATATATATCTT T GGGGTTTAAGAAATC 
GGTGGCCTATGATTCTTCTGACTCTGTAAATATTATGTTGATTTTGGACATTTTTCACTGTAAATGCTCA 
CTGGGTTGGGAAGAGAGATCCGAGTCTCTGTTTTGTGGTTCTTCCCCCAAGATAA ATGGCAACTCTTT 
TTGTACAGACTAAGAAGGATTTCTCAGACTGCCGAAGAATGAGTAGCATTTGGTTTGATCAATTTG 
 
>0177-94-B04(5-10-06) 
AGCTTTCTGGGTTTTTGCCTATTTGGTGAAGAGAGATGGTGAGAGGAAAGACTC GATGAGGCGCATAGA 
GAATGCCACAAGCAGACAAGTGACTTTCTCCAAGAGGCGAAATGGGCTGCTAAAGAAGGCTTTTGAGTTA 
TCAGTTCTTTGCGATGCAGAGGTCGCAATTATAATTTTCTCTCCTAGGGGCA CT TATGAATTTGCAA 
GTTTCAGCATGCAGGAGACAATAGAACGCTACCGTCGGCACACAAAAGACACTCAAACCAACAACAAATC 
AATCGAACAAAACATGCAGCATTTAAAGCATGAAGCAGCAACCATGATGAAGAAGATTGAGCATCTTGAA 
GTTTCAAAACGGAGACTCCTGGGAGAAGGTCTAGGAACATGCTCCCTTGAAGAACTCCAACAGATCGAAG 
AACAGTTAGAGAGGAGCGTAAGCAGCATCAGAGCTAGAAAGGCTCAGGTTTTCAA GAACAAATTGAGCA 
ACTAAAGGAAAAGGAAAAAGTCCTAGCAACTGAAAATGCAAGGCTGTGTGAGAA TGGTATTCAACCA 
CAGCAAGGATCAAATGAGCAGAGAGAAATTTTACCTTATGAAGAAAGTAGTCCAAGTTCTGATGTGGAAA 
CTGAGTTGTTCATTGGACCACCAGAAGGGAGAACAAAGCGCTCTCGCTTACA AA TGATGGTCTTACTC 
TTAAAATTAAGCCACATCTTTGCAAATATAATACATTATTAGTAAG 
 
>0179-94-D04(5-10-06) 
AGGAGTGGAGTGGACAGAGTGGAGAGGTGAATGAGGTGATGATGGCAAACCCTAG GAAACTCATTAGC 
AAACACAAACAACAATCAGAGCTCGATATTTGCGAACCAAACATCAACACCAA A ACGCAAACTCAACC 
TCATCTCGCATCATTCACTTCCTCAAGAAGCCTCACGCTTTCCCTTTTCTTC CTCAGTCTTCCTCTTCC 
TCACATGGCTTTCTCTCAAACTTCAGCACACCAATTCCCGCTTTTCGCCTCAA TTAGCTCGTGCCCA 
GCAGAATTCGAATCACCATGACCATGAGGACGATGCTAAGGCTGGTTTGGTCAGATTCCCATCTGGGTTT 
CCTTCCCCTCTTGCTAAAGACACCCGTGGTTGGATGCTCGACCCCATCTCTT GC CTAACTCATCACC 
TTTCGGGTGGAGCTGTGACTTGTGCTTCACTTCATCTTGGGGAAATTCGACCTGGTGCTTTAAGGGGAAA 
TCACAGACATCATACTTGTAATGAGACACTTGTCATTTGGGGTGCTAAAACA TATAGGTTGGAGAAC 
AGCCAAGTAGTTGGTAAAGGTTACGCTGAAGTGATAATTGATGCAGACGAGGTTGCT TTGCAGCTAGCC 
CAAGCGGAACTGCCCATGCTTTAGTAAATGTGGATCCAATTCGAAGTTCATAC T AGGGTGCCAAGA 
CAGTATTGTAAATTATAGCAGCTCATCTACTGATTTT 
 
>0180-94-E04(5-10-06) 
GACTGTAAAAGTTTGAGTCTTTCTTTGTTTTTTTGGTCGAACCCAGATCTTGGAAATTGGGTTCGGTTTG 
TTTGCTATGGCTGCAGTGACTGAGTGAGTGAGTGAGTGAGATATAAGAGATTG CA ATGAAGGCGTTTT 
TGGTTTCTGGGTTCTCTTCCTTCTTCTTCATTTTGGCTGCTGTCAGCTCAATT TGCTCAGACTGTGAC 
TGTGAGCAATGAGCCCCATCATGTTTCTGTCAAGTTCATTCTAGGAGAGGAGA TTTGGGGCCATGGAAG 
AATGTAATCTCGGAGGCGGCACAGGCTCCAGGGCCTGCAAGTGATGATGCCCTCA AGCACGCTTGTTT 
TGGCGGAAAACCGGACGAATAGGCCGGACATTCTTCACGGGCTTCGGCATTA CATGGCGGTTGGGACAT 
GACCAATCGGCATTACTGGGCCTCTGTTGGATTTACAGGTGCTCCTGGTTTATTC GCTGTCCTATGG 
TTTATCTCTTTTGGCTTGGCTCTTGCGGCTCATCATTGCTGTGGATGGACGATAAACATAAAAGGGAAAG 
ATTCACACCATTCACAAAGGATTTGTCTTATACTGCTTATACTCTTCACATGTGC GCAGCGATTGGATG 
188 
 
 
TATCCTACTCTCGGTTGGGCAGGACAAATTTCATGGTGAAGTGCTGCATACCTGA TTACGTTGTTAAC 
CAGTCAGA 
 
>0185-94-B05(5-10-06) 
GCTGGAGGTCTTGGATTGAACTTACAAACAGCAGATACTGTAATACTTTTTGACA GACTGGAACCCTC 
AAATGGATCAACAGGCAGAAGATCGGGCCCATCGTATTGGACAGAAAAAGGAAGTCAGAGTTTTTGTGTT 
AATTACTGTTGGATCAGTTGAAGAGGCAATCTTGGAGCGTGCAAAACAGAAGATGGGCATTGATGCCAAG 
GTGATCCAGGCAGGACTTTTCAATACAACTTCCACAGCTCAGGACAGCAGGAT TTAGAGCAAATCA 
TGCGTAGAGGAACAAGTTCACTTGGGACAGATGTGCCAAGTGAGAGAGAAATCAACCGCCTCGCTGCCCG 
ATCAGATGATGAATTCTGGCTTTTTGAGAAAATGGATGAGGAGAGAAGACAAAAGGAGAAATACAGATCT 
CGTCTTATGGAAGAACACGAAGTACCCGAGTGGGCATATTCTGCACCTGAATTAAGGAAGATGAGGCCC 
CAGGTGTTGATGGTAGTGGTGCCATGGGAAAGCGGAAAAGAAAGGAGGTGGTTTATGCTGATACTCTGAG 
TGATTTACAGTGGATGAAGGCTGTGGAAAATGGAGAAGACATGTTAAGGCTTCT G AAAAGAAAGAGA 
AAAGATCATCTTGCAATCGAGGACAATGCATCAACTAGAAATATTGGTGGTCA AGGAAAAGGAATCAG 
AGCTTGAGAATGAAAACATGCCTATGACAAATG 
 
>0192-94-A06(5-10-06) 
TGAGAAGGGAAAAGAAAGAAAGCAAAGTGGAACACAATGGCAGCCTCACTGCAAGCA CTGCAACACTGA 
TGCAACCCACCAAGGTGGGCGTGGTGTCTTCCAGAAGCAGCCTACAGCTGAGGTCT CTCAGACTGTGTC 
CAAGTCATTTGGCGTGGAACCAGCTGCAGCTAGACTCACTTGTTCTCTTCAAG TGATATTAAGGACTTC 
GCCCAGAAGTGTGTAGATGCTTCCAAGATTGCTGGTTTCGCTCTTGCTACCCGGCCCTCGTTGTCTCGG 
GAGCTGGTGCTGAAGGAGTTCCAAAGAGGCTAACCTATGATGAAATTCAGAGCAAGACATACATGGAAGT 
AAAGGGAACCGGAACAGCCAACCAGTGCCCAACCATTGATGGCGGGGTTGACTCA CTCCTTCAAGCCC 
GGCAAGTACAATGCCAAGAAGATCTGCCTAGAGCCAACTTCATTCACTGTCA AGC GACGTTGTGAACA 
AGAATGCCCCACCTGAGTTCCAAAACACCAAGCTCATGACCCGCTTAACCTAC C CGATGAAATTGA 
GGGACCCTTCGAAGTTTCTCCTGATGGCACTGTCAAGTTCGAGGAGAAAGAT GT TCGACTACGCCGCA 
GTGACAGTTCAGCTGCCTGGTGGTGAGCGTGTGCCATTCCTTTTCACCATTA G A TGGTAGCATC 
 
>0195-94-D06(5-10-06) 
GTCTGTTCTCCTTTTTGAGATTTTCTTGTCTATTGTTCATATCTTTCTTATCAGGAACTCGTTATAAGCT 
TGCATCTGCCCTTGAGGGTGATAAACAGCAACTTCAACAGCTTTATGGTGCATGCATAGGAATTCCTCCG 
GTTATTCCTCCCCCGGTTAATACCCTAAACTCAACTCCTGAAGCTACCCCTCAAATTGCTGCAGAAGCTG 
TTGATTTGGCTATGGCGATAAACGCCTCCATTCTGTCCGCTTCATTGGATGGACCCTCACTTCCTCCAAA 
TACTCACCAGAGCTCTGAATCAATCAGCACAAATGGTTGGGGAAATTCTGCTGAGAGTGGCAGTTATAAT 
GGGTTGGGCCCAGCTGCAGGAACCACAAATTCAGGTGCAAGCAGCAGTCAAGGA GGACACAAATCCAA 
AAGAAGGCTACAATGGCTGGGGTGTACCTGATTCTAGGCCAGTTAGCAATCCAACTCAGCATGCTCAAGC 
CAGTGGTAACACTACCCCCATTGTTTCCAGTAACAATGGAATTGCTGCATCA TTCCGTCTGCTCCACCT 
ATTCCTGAGGTTTTGGATGAAGGGCCAATCCATTATCCATCCATTGATTTCAG CCAGTGGACTGGTCTG 
TTCCAGCCAGAGAGGATGGAACTTCTGTAACAAATGATGTGAAAGATGAGGACACTTCTTCCTCATGTGT 
GATATGTTTTGAAGCTCCAATA 
 
>0198-94-(6-16-06)_H08 
AATTAAAACTCTCTCTGAGTCTCTCTTCTGCAAAAACTGTGACACGCAACACA G ATTATGGCCAACA 
AAGAGATGGAAGTGGTGAAGGGTGTGGACCTAAACAGGTACATGGGACGGTGGTAT AGATAGCTTCATT 
CCCATCAAGGTTTCAGCCCAAGAATGGTGTGAACACAAGGGCTACATACACTTTGAGAGAGGATGGGACT 
GTGAATGTGCTGAATGAGACCTGGACTGATGGGAAAAGAGGGTACATAGAGGGC T CATACAAGGCTG 
ATCCCAACAGTGATGAGGCTAAGCTCAAAGTCAAATTCTATGTCCCTCCATTCCTGCCCATCATCCCTGT 
GGTTGGGGACTACTGGGTTTTGTACCTTGATGATGATTATCAGTATGCCTTGATTGGCCAGCCTACCAGG 
AAGTCTCTTTGGATATTATGCAGGCAAACCCACCTAGATGAAGAGATTTACAATC GCTACTTCAGAAGG 
CCACAGATGAGGGCTATGATGTTAGCAAGCTCCACAAGACACCACAGAGTGATCCTCCCCCATCGGGAGA 
GGAAGGCCCTAAGGACACCAAAGGCTTTTGGTATTTTAAATCTCTTCTGGGAAAATA GGAGAATAGTGT 
TTGCATATATACTGTGGTTTGACTGTTTCCAGTATATGCATAAATAAAAGATC AAACCACCCCTGTTTT 
CGGCATCCAGATTAGGGATATATTTGTTTTATTTTTTGCTGGCTATTTTAGTTTTT TAGAGCAAGAATG 
GGTATATGTTGGGTGCCTAGGCCCTAGACTATGAATTTTTTTTTTTTGGACGTA AGCCTAGACTATGA 
AGTTGAAGTTCTGAAATATGTCC 
 
>0199-94(5-31-06)_008 
189 
 
 
CTGAAATGATGGCCCTGTGTCTGAAGTTTTCCGTAAGACATTGAAAGAATTCATCAACGTTGCTGAGACA 
GAGGTGGAATCTGTAACAAATCTATACTCGGTGGTGGGAAGAAATGCAGATGCACTTGCACTATATTTTG 
GTGAGGACCCTGCCCGTTGCCCATTTGAGCAAGTTACTGCGACCCTCCTAAATTTTGT AGGTTGTTTCG 
GAAAGCACATGAAGAGAATTGCAAGCAGGTTGAATTGGAGAAGAAGAAAGCT C AGGAGGCCGAAATG 
GATAAGGCAAAGGGCATTAACCTTACTAGGAGGGCAGCAAGATAGGTGAAGATTGACTTTTACCCACCCC 
TGCATACGAAATTTAGCTCCTGCTATACAGCAGAGCTCTGCCCCAATGTTGGTAACTAGATGATGGCAAA 
GGAAAGCTTGTTTGGACAGTCGGAGCCTTTCACAATGCTTTAAATGATGCAGTAGTGCTCCTTGAGGTGC 
ACAGTCCTTCTACTGTGCAGAAGTCTTAGAACAAGCTGATCTGATTTTCAATCAG TGATCATGGTCCAT 
TGATAAATCACGTTAGATACCTTGCAGACAAGACCAAGCATCAAAAAACATTGGGTGGTTGCCATTGTTG 
ACTAAGAAGCAGAGGTATCCCATGTAGGACGACGGCTATCGAGGTGATGGATT GGCTCCTCTAGCACCA 
TTTTTGAGAAGTAATTCTTTAACCGTGGGTTGGTTTTCATGATCACATTGGTT CT CTTTCACCATTCA 
TTTGGCAGTTTTTTTTGGCGCCAGAGCAGATACCTTGGGGATTGTAAAGTACAAAAGCCCAACTGTATCA 
TTAAACCTTGTACAAAGCTCCCCTTAGAATTCATTCTTTCTCATGTAACATA AGTTAGTTTTCATTT 
TTTGTTTTTTTCCCTTTTTAGATGAGATTTTGATA 
 
>0200-94-A07(5-10-06) 
GGACTCCTCCAACGATAGCATCCTCAGCAATTTTTGTATTATAGAAGGACCA A TGTTCAGGATTTT 
GTTCAGATGCAGCTAAGGGAAATCCAAGATAACATAAGGAGTAGACGCAATA ATC TTCTCCTCATGG 
AAGAGGTAAGGAGACTGAGAGTACAACAGCGCATCAAGAATGTGAAAGTTGTCAATGAGATTAGCGAGGA 
AGAAGCGAATGAGATGCCAGACATTCCGTCGTCCATTCCTTTTCTCCCCCACGTGACACCAAAGACATTG 
AAGCAACTGTACTTGACTAGCGCATCGTTTATATCTGGAATAATCATCTTCGGGGGTTTAATTGCACCTA 
CACTGGAGCTAAAACTAGGTTTAGGTGGCACCTCATATGAAGATTTCATACG GCATGCATTTGCCTAT 
GCAGTTAAGCCAGGTTGATCCCATTGTTGCATCTTTTTCGGGTGGGGCAGTGGGTGT ATTTCAGCTTTG 
ATGTTAATTGAAGCTAACAATGTAGAGCAACAGGAGAAGAAAAGATGCAAGTATTGCAATGGAACTGGTT 
ATTTGGCCTGTGCTCGATGCTCTGCAAGCGGTGTATGCTTGAGCATTGATCC CTC AGTATCAAGTGT 
TTCTGATCGCCCTTTGCAAGTGCCCACAACTAAGAGGTGTCAAAACTGCTCCGGTG AGGCAAGGTGATG 
TGCCCAACATGCCTGTGCACTGGAAATGTTGATGGCCAGCGAACATGACCCCC A 
 
>0208-94-A08(5-10-06) 
TACAGATGTTGGAGAATTCATTGTGCCAATACCACATGTTAAGCAAGTGAAGA TTCAAATGCTGGAGGA 
AGACTTATAATTGCTTCTGATGGTATCTGGGATGCTTTATCTTCTGATATGGCTGCCAAGTCTTGTCGGG 
GTTTACCTGCAGAGCTTGCTGCAAAGCTGGTTGTGAAGGAAGCTCTAAGGTA G GCCTGAAGGATGA 
TACAACCTGCCTTGTTGTTGATATCATCCCCTGTGACCAGCCTGTTTTACCACC A ACCAAGGAAGAAA 
CAGAATATGCTCCGTTCTCTACTATTTGGGAAGAAATCTCAGAGTTTTACGAAC AATCAACAAATAAGC 
TTTCTGCTGTGGGGGTTGTGGAGGAGTTGTTTGAAGAGGGTTCTGCAATGCTTGCA AAAGGCTGGGTAA 
GGATTTTCCTGCGAACACAAATTCTGGGCTTTTCCGGTGTGCAGTCTGCCAAGTTGATCAAGCCCCCGCT 
GATGGATTATCAGTAAATTCAGGGCCTTTCTTCTCTCCAGCATCGAAACCATGGGA GGCCCCTTCCTTT 
GTGCTAATTGTCGGAAGAAGAAAGATGCCATGGAAGGAAAAAGGGCGGGCATACCCA GTGACCGCATA 
GTAATTTGTCTGGTAAAATGGTAAATATTGATATATTTTTTTTTCTCTGGCAGTGTGAGCATGCTTGGTT 
TGCCTCGTCGGAAATTGTCGTTATAGATGTGTGTAAGAAATGAG 
 
>0209-94-B08(5-10-06) 
AGAGCTGCCGCTGAAGTTATTGACACTATGGCTTTGAATCTTCCAAAGCATGT TTTGCCCCTGTTTTAG 
AATTTGCTTCTTTGAGTAGTCAGAATGCAAATCCAAAGTTTCGGGAAGCTTCT TAACTGCTCTAGGTGT 
CATATCAGAGGGTTGTTTGGAGTTGATGAAAAATAAGTTGGAGCCTGTTCTTCA AT GTCTTAGGGGCT 
TTAAGGCATCCTGAACAAATGGTTAGAGGGGCTGCATCATTTGCATTAGGTCAGTTCGCTGAGCATTTGC 
AGCCTGAAATTGTATCCCATTATGAAAGTGTTCTTCCCTGTATCTTAAATGCCCT GAGGATGCATCTGA 
TGAAGTAAAGGAGAAGTCATACTATGCTTTGGCTGCATTCTGTGAGAACATGGGGGAGGAGATCCTTCCT 
TTTCTTGATCCTCTGATGGGCAGACTATTGGCTGCCCTCCAAAGTAGCCCTCGAAAT TGCAGGAGACAT 
GCATGTCTGCAATCGGTTCAGTTGCATCAGCTTCAGAGCAAGCGTTCCTTCCATA G TGAAAGGGTTCT 
GGAGTTGATGAAAAATTTCATGGTGCTTACCAAGGATGAGGATCTCTGTTCAAGAG AAGGGCTACTGAA 
CTAGTTGGAATCGTTGCCATGTCTGTAGGAAGAATGGGGATGGAACCGATTCTACCGCCTTTCATAGAAG 
CTGCAATTGCA 
 
>0210-94-C08(5-10-06) 
AATCACAGAGCACATCCACCTGAAAATCGCAGAGCCCATCCACCTGAAAACCATCGG TCATCGTGAACC 
CATCAGCCCGACCAGATCAGGTCCAAGGCGGCGGCGGCACGGCGGCGGGATT TGATATTAGTAAATTCT 
190 
 
 
TGGAATGCAATTCTTTGGGGGTTCAGAGATCAGTCCATCGCCGCCAGCACCG CGG ATCTGGGAACAAT 
GCGCACATGATGTATGTGTTCAATAGGAATGGGGTGTGCTTGCTTTACAGAGAGTGGAATCGACCACTTC 
ACACCCTCAATGCACAGCAAGATCACAAGCTCATGTTTGGTTTGCTTTTTTCGC CAAGTCCTTAACTGC 
CAAGATGGATCCTACTAACGCAGAGAGAGGAAACCTTGGGGTGCCTCAATTACCCGGCCAAGGTTGCTCA 
TTTCACAGCTTCCGTACTAATACATACAAACTTAGTTTCATGGAAAGTCCTTCTGGGATAAAGATTATTT 
TGGTTACTCATCCTAGGACAGGTGATTTGCGGGAATCCCTGAAGTACATTTACA C GTATGTTGATTA 
TGTTGCCAAAAACCCACTGTATACTCCAGGAACTCCAATCAGGTGTGAACTATTC A ACAAATCTTGAC 
CAATACGTAAGGAGCATTGCATAGAACAATCCCCATCTGTACCATACCTGGGTGCA ATGGAGAAGGTTT 
CTCTTCATATAGATGCTCTTCTACTTCATTTTCGGCCTATGTGCTCAGCATG 
 
>0211-94-D08(5-10-06) 
TTTGATTTCTTGGGAGAAGGGCAGCCGCAGAGATAGTTTCAAGGTTTATCCAAGAAAGGGAGAAATTTGG 
GGACTCTTCAAGAACTGGGATATCAAATGGTACTCTGATCCAGACCAGCATCGTAAGCCTGAGTATGAAT 
TTGTTGAAATCTTGTCAGAGTTTGCACAGGATGTGGGTATACATGTTGCATACCTCATTAAGGTGAAAGG 
CTTTGCAAGCCTCTTTTGTCGAATGGTTAAGGAAGAAATGGGCACATTTCAAGTTCCACCTGTAGAACTA 
TTTAGGTTCTCACACAGGGTTCCATCCTTTAAAATGACTGGTGAGGAAAGAG TGTGCCGAAAGGAT 
CTTTTGAACTAGACCCTGCAGCTTTACCCCTTAAAATTGAAGAGTTTGCTGGC AAGATGTGGCGGT 
GGAGGCTGGTGCAAATGCATCAATGCACCAGGCTGATGTAAAGAGCAGCCACTTT AGCCTGGGGAAAGC 
AGTAATGGCAATGTTACTGAAGATCACAGTAAGCCTCCAGCTTCCCCCTCAGAAGCTATTGAAATTCCAG 
AACCTGAATTTTACGATTTTGATGCTGAAAAATCCCAGGAGAAGTTTCAGAGGTCAGATTTGGGCATT 
GTACAGTGATGAGGATGGCTTGCCAAAATATTATGGTATGATTACGAAAATTGATGCTGGCTCAGTTTTC 
AAATTGCACCTTACATGGCTTGGCTCCCGCCAGCTGCCAAACAACACTATCA G 
 
>0214-94(5-31-06)_010 
GGCTGCAAGCGCTTACGCCCTCTTGCTCCCAACCCTGGCCAACACAGACACTTCTGGTGTCACTGCTTTC 
GATCTCAAGAGCTTCATCAGACCTGAAAGTGGACCCAGAAAACTCGGTTCCTCTGAAGACAAAGACAAGA 
GAGATCCACCTCAGGTGGAAACACACCCAGGAGGGACACGATGGAATCCAAC CAAG CAAATAGGGAT 
ATTGGAGATGCTGTATAGGGGAGGAATGCGAACTCCTAATGCACAGCAGATA C AATCACTGCACAG 
CTTGGGAAGTACGGCAAAATCGAAGGGAAGAATGTGTTTTATTGGTTCCAAAA AC AAGCGCGCGAGA 
GGCAGAAGCAGAAGCGCAACAGTCTTGGTCTTAGTCATTGTCCAAGAACCCC CTG CATTACCACCAT 
TGCTTTGGACACCAGGGGGGAATTGGAAAGAGAGGAAGATAGTCCATACAAAAGAAAGTGCAGGAGCTGG 
GGATTTGAAACCTTAGAAGAAGAAGAAGAAGAAAGAAGATCATGTAAAGAGGAG GAGATAGAACTCTAG 
AGCTGTTCCCACTACATCCGGAAAGCAGATGAAGGGGTTTGAAATTTTTTTC TTTTCTTTAAGC 
TCTTGTTCCATTGTAATCTGCTTTGATGTGCTTTGCTTTCTTTTTCTTCTTCT GTTTCGGGAAAGAA 
GAAAGACAAAGTTGTCCCATTGTACCCTACTGCTTATTTTATTCCTGACTTGTAACC 
 
>0215-94(5-31-06)_012 
TGACCGTGTATCAGATATCGTAGACTATTGGGTGACTTTTAATGAGCCTCATGTTTTCTGTATGCTGACG 
TATTGTGCTGGTGCTTGGCCTGGTGGTCATCCTGATATGCTGGAGGTTGCCACA CTGCCTTACCAACTG 
GTGTTTTCCAACAGGCGATGCATTGGATGGCCATTGCACACTCAAAAGCCTTGA TACATACATGAGAA 
AAGTACCTTATCAAATCCAATAGTTGGAGTTGCACACCATGTCTCGTTTATCGGCCATATGGGCTCTTT 
GATGTTGCTGCTGTTACATTGGCAAATTCCATGACTATTTTCCCATATGTGGATAGTATCTCTGACAAAC 
TGGATTTTATAGGCATAAACTACTATGGACAGGAAGTGATCTCTGGTTCTGACTGAAGCTTGTAGAGAC 
TGATGAGTATAGTGAATCTGGACGTGGGGTATATCCTGATGGCCTGTACCGCA G T CTACAGTTCCAT 
GAAAAATACAAACATCTCAATGTCCCCTTCATGATTACTGAAAATGGGGTTTCA A GAGACAGACTTGA 
TCCGCCGGCCATATATTTTAGAACATTTGCTTGCTGTTTATGCAGCCATGAT GGTGTCCCTGTGAT 
TGGGTACCTATTTTGGACAATTTCAGATAATTGGGAGTGGGCTGATGGATATGGTCCCAAGTTTGGACTT 
GTAGCTGTTGATCGGGCGAATGGGCTTGCCCGGATTCCACGTCCTTCATACCATCTATTCTCTAAAGTGG 
TGACATCAGGTAGAATTACACGTGAAGACCGGGCACGAGCATGGAATGACCTCCAGAGAGCCGCTGAGGA 
GAAAAAAACACGTCCATTCTATCGGGCAGT 
 
>0217-94-(6-16-06)_B09 
CATGCAACAAGGGCGAATTGTGGGACTTGAAGAAGAAAGGAAACGCCGAGTGCAAGAGTGTGCACAACTG 
AAGGCCCTTGTTGAAGAACTTGAAAGAAAGGGCCTACAGAGACTGACTGACA AGT AGGTGCCGGTGG 
CTGCAGTTGTGATTATGGCATGCAATCGTGCAGATTATTTAGAGAGGACAATTA TTCTGTCTTAAAATA 
TCAAAGTTCTGTTGCTTTGAAGTATCCTGTCTTTGTATCCCAGGATGGATCACATC AGGTGTTAGAAGT 
AAGGCATTGAGTTATGATCAGCTGACATATATGCAGCACTTGGATTCTGAAC A TGGAACCTGAAAGGC 
191 
 
 
CTGGAGAGATGGTTGCATACTATAAAATTGCTCGTCATTACAAATGGGCATT ATGAATTGTTCTATAA 
GCATAACTTAAGCCGAGTAATCATACTTGAAGATGATATGGAAATTGCACCC ACTTTTTTGATTACTTT 
GAGGCTGCAGCAGCACTCCTCGACAAGGATAAGTCCATAATGGCTGTTTCCTCATGGAATGACAATGGAC 
AAAAGCAGTTTGTGCATGATCCTTATGCACTCTATCGTTCAAATTTCTTTCCTGGACTTGGGTGGATGCT 
GACTAGATCTATATGGGATGAGCTGTCTCCAAAATGGCCTAAGGCTTACTGGGATGACTGGTTGAGGTTA 
AAAGTGAATCACAAAGGAAGACAATTTATTCGTCCAGAAGTGTGCAGAACCTACAATTTCGGTGAGCATG 
GTTCTAGTATGGGGCAGTTTTTTAAACAATACCTTGAGCCAATTAAGCTTATGA GTCCAGGTTGACTG 
GAAGTCCATGGATTTGAGCTACTTGATGGAGGAGAAGTTCACAAAGCACTTT GTGACATGGTGAGAAAG 
GCTAAACCTGTCCGCGGAA 
 
>0219-94-D09(5-10-06) 
GGCTTCTCTTCTAACGAGCTCCCAAGCCCTCCTCCTCCTCACCCCTCCATCA A CCCAAACCCTTT 
TCTCTCAAACCCCTCTCCCTCTCTCTCCGCAAACCCACCTCCACCTTTGTCTGC CTTCCTCTACTCTCC 
CTTCTCCACAAACCCCATCTCACCCCAACACCACTCTCACTGCCACCACCATATC ACCATAGCCTCCAT 
AGCCATTTCCTTCTCCACACGTCTCCTCCTCCCAAAACTCCCACTCCCTCTTCA TCTCCACCACCGCC 
ACCACAACCCTTTTCTTCGCTTCTCTCAAGGACCGTCCCCCTGGCTACCTCAACA CCCTCTCACTGTTG 
TAGCTGCTGGCCTCGCCAAATGGCTTGACATCTACAGTGGGGTTTTGATGGCAGG TTTTGCTCAGTTG 
GTTCCCTAACATCCCGTGGGACCGTCAACCTTTGTCCGCCATTCGTGACCTC CGA CCTTATCTCAAT 
CTCTTTCGTAATATCATCCCACCCATCTTTGACACTCTTGATGTTAGCCCACTCTTGGCTTTTGCGGTGT 
TGGGTACGCTTGGCTCCATTCTCAATAGCGCCAGGGGAGGAATGTACTGAGCAAGTTTTTCAGCAATAAT 
ATTCATTCATTCATTCGGGAAACATGCATGTGGGATATTGAGTTTTTCAGGCTGCT ATCAGTTTTGAGA 
TGGCCTTCAAATGCTCATGGGTCAGAAGACAATATCTAACGTGTCAAACTATACAAGCAATATCTTAA 
 
>0220-94E09(5-10-06) 
GGGCTCATCAGGGAAGGAGACAAAGTGATCATTCACATCGTCTTCTAGTTCTAGT CTAGTTCTAGTTCT 
AAAATGGATGGTAATGGTGAGGGGGTTGCGGTTTTGGAACTTCAACCTTCTT TTCTGGAGTTTCATGCT 
CGATTTGCTTGGATTTGGTCTTGAATATTAATGGGGGAAGATCCAGGGCTAAACTGCAATGTGGCCATGA 
GTTCCATCTGGACTGCATTGGCTCAGCATTTAACATGAAGGGAGCAATGCAGTGCCCAAATTGCCGAAAG 
GTTGAGAAAGGCCAATGGTTATACGCCAATGGCTCTGCTCGTTCATTTCCTGAGTCTAGTATGGATGACT 
GGAATCCTGATGAGGATCCCTATGACCTAAATTACCCTGAAATGCCATTTAGAG CACTGGTGTCCATT 
TGGTGAATTGGCTCGAATTCCTACATCTTTTGAGTCTGGTCCTAGAGCTGGGAGCTCATTTGTCTCCTCA 
GCTGTTCCTCGTTATCCAGGGTCCAATGTTCATACCCATGAAATGATACAGG TTCCCATGCGTTTCATT 
TTCAGCAACGACCTAGCAGTTCACTAGGCATGCCCTCACCTATCATTCCTGCTGTCAGGAGAATTGATAG 
TCCTGGGGGTTTGCCTCCAGTAGTGCCAGCATCTCTACAACCTGATGGCAATG CGGTTTTCATATCTAT 
 
>0221-94-F09(5-10-06) 
GGTAATGCAGATTATGCGATGGATATGCACCAGAAAGAACAACTTCATGACAATACTGTTTCGATGATGC 
AATCACAGCACTTTCCTATGGGTAGGTCTGCTGGATTTAACTTAGGTGGAACGTATTCATCCCATCGTCC 
TCAGCAGCAACAGCAGCAGCAACATGCTCCATCAGTCAGTAGTAGTGGTGTC CTTTT CACCTTTAAAC 
AATCAGGACCTTCTCCATTTACATGGCTCAGATATGTTCCCATCTTCACACTACGTATCACTCCCAGA 
CCAGTGGGCCTCCTGGCATTGGACTAAGACCTCTAAATTCTCCAAATACAGT CTG TATGGGATCATA 
TGATCAGCTCATCCAGCAGTATCAGCAACACCAGAGCCAGTCTCAATTTCGTC GCAACAAATGTCAACT 
GTCAATCAGTCATTTAGGGATCAGGGCATTAAATCTGCGCAGGCCCAGGCTG TCAA CTACTCCAGATC 
CATTTGGTTTGCTTGGCTTGTTAAGTGTAATAAGGATGAGTGATCCCGATCTGACATCCCTTGCTCTTGG 
AATTGACCTGACAACCCTTGGGTTAAATTTGAATTCACCAGAAAATCTTCACAAAACTTTTGGTTCTCCA 
TGGTCTGATGAGCCGGCTAAAGGTGATCCAGAGTTTACTGTGCCACAATGTTATTATGCCAAACAACCAC 
CTCCTCTACATCA 
 
>0223-94-H09(5-10-06) 
GTGAGTCACCGCAAAGGCGAACCGGAGCTACGAAGACTGAGTTGGATCAATCTCAA G GTTCGAATTGA 
AGACCGAGACGTCTCTCTCCGCAGATTGAAAGTGCTTTAGGCTTATTGCCTGATT TAGATAATTTATAA 
TTCTATCCAAAGTATCCAATGGGGGAACTGGCTATGGCAATTAATCTTTCTGAG CAACAATTTGCGC 
TTCAAGACATACAACATATAGCCTTCAAAGGGAAGGAAATGGAAGCTGTCTA TC GAACAGTCAAATCA 
GGATTGCATGATCGCAGAAGCATCAGTAGATTCTACAAAAACTGCCGAAGAATTTGAGAAAGGACTTATG 
CAATATGGATGTTCACATTATCGGCGAAGGTGCCGCATTAGAGCTCCTTGTG AATGAGATATTTGATT 
GTCGTCATTGTCATAATGAGGCGAAGAATAGCATTAATGTTGATCAAAAGCT GA ATGACATTCCACG 
CCATCAAGTCAAACAGGTGATATGTTCACTATGTGGCACCGAACAAGAGGTTCAGCAAGTATGTATTAAT 
192 
 
 
TGTGGTGTCTGTATGGGGAAATACTTCTGCGAGACTTGCAAGTTGTTTGATATGATACATCCAAGAAAC 
AGTATCATTGCAATGGCTGTGGAATTTGCAGAATCGGAGGGCGTGAGAACTTCTTCCACTGCTCCAAGTG 
TGGTTGTTGCTACTCAATTCTGTTGAAGAACAGCCACCCATGTGTAGAAGGCTATGCATCATGACTGC 
CCTGTTTGCTTTGA 
 
>0225-94-B10(5-10-06) 
TTTTTCTTTCTTACTCGCAGCGTTTCCTTTCAAATTCTGCAATTGATTTGTA GGTTAGGGTTTGGGT 
TTGAATTCTTGATAAATAGAGAGAGAAAAAAAGATGGGGCAGCAATCTCTGATCTACAGCTTCGTGGCTC 
GAGGCACGGTGATTCTGGCGGAGTACACGGAGTTCACCGGAAATTTCACGAGCATCGCTTCCCAATGCCT 
CCAGAAGCTTCCGGCTTCCAACAACAAGTTCACCTACAACTGTGACGGCCACACCTTCAATTACCTCGTC 
GAAAATGGCTTCACCTATTGTGTGGTTGCTGTCGAATCTGCTGGTAGACAGATTC CATTGCCTTTTTGG 
AGCGAGTTAAGGAAGATTTTAACAAGAGATATGGCGGAGGGAAAGCTGCAACTGCTGTTGCCAACAGCCT 
CAATAAAGAGTTTGGGTCCAAACTGAAGGAGCACATGCAGTATTGTGTGGATCA CCCGAAGAGATAAGC 
AAGCTTGCGAAAGTGAAGGCTCAGGTTTCTGAAGTCAAGGGTGTTATGATGG AA ATTGAGAAGGTTC 
TTGACCGTGGTGAGAAGATTGAGCTGCTGGTGGATAAAACTGAGAACCTTCGCT ACAGGCGCAAGATTT 
TAGGCAACAGGGAACTAAAATGAGAAGGAAGATGTGGCTTCAGAATATGAAGATAA TTGATTGTTTTG 
GGTATCATCATTGCCTTGATTCTTATCATTGTTTTG 
 
>0226-94-C10(5-10-06) 
GTTTTGCATGCCTTTATATCTTCTTCCCATATATGCAGGAGACCTGAGGAATTA TGTGAGGCTTGTAGA 
ATTAACTGGAGCATATTTGAGAGGTAGATCAGAAATAGATTATATATATAGGCATACACACACATGCACA 
AACACCTATAATTTGATAGGTAAACAAAAATTTGTCTTAAAAGAAAAAAAAGT C GCAGGTCTTCAATA 
TGGGGAGTTTCTGGATGTATACGCTCTGAAAGACCAACAAAACTATGAAAAAT CAGTTTATGAAATCTA 
CAATATCACTTGGTCTTTCTGCATCTACTGACAGCCAATGAAATAGGGAGCT ATAAACATTGATTAACC 
CTCACAATCGATGACTCCTGCCCCTCAGAAGTTCTTTTAAGAAAATAGAGAAT G TTTTTGTTGATGAG 
TACTTTGTCAGTATATTGGGAAATCAAAATAAAGAAAGAATAAAATCTTCTTGG AGTACTAAATCAATT 
TCTGTTCTATGTATTTAAGGTCTCATCTTATTGTTTTCTTGTAGGGTCGTTT AGATACTTTCGTTGTC 
CGGGTCTTTCATGCCGACCGAGACTCAAGGGACAAGGAGCAGATCAGGTGGGAT AGT TCTCTTTGGCA 
AGCCCTGATGGCCGTGTTGTTGGGGGAGGTGTTGCTGGACTCCTGGTAGCTGC AGT CTGTGCAGGTAA 
GCCTTTTTATGTTTATGTTTCAATTGGGTGTGGTGGGTTAAATTAGCTTAGAAGCAGCA 
 
>0227-94-D10(5-10-06) 
GAAGAAGAAGTGATTCATTTGGTGTTGTGTTGCGTTGGCGTGCAAAGAAAGT T GTGATATGGGGGTT 
TCGGATGAGGAAAAGATACGGAGTACGGTGAGGTTTCTGGCTACGATCTTAATCGGAGGTGTGGTTATAG 
GGGTGTCGCTATTGGGTCTATCATCGAAGCTTCATTTTCCTTTTCCTTCAAG CTG GTAGCTTTAATGA 
TAAGAAAAAGAAGAAAGGGTGCGTTAGGGTGTACATGGATGGTTGTTTCGACA GATGCACTATGGCCAC 
TGCAATGCCCTCCGTCAGGCTCGTGCCCTTGGCGATCAATTGGTCGTTGGTGTTGTCAGTGACCCCGAAA 
TCATTGCCAACAAAGGCCCTCCTGTTACCCCTCTCAAAGAAAGGATGATTATGGTTAACGGTGTGAAGTG 
GGTTGACGAGGTTATCCCTGATGCCCCTTATGCCATCACTGAAGATTTCATGAAGAAGCTGTTTGACGAA 
TACAATATTGATTTTATCATTCATGGAGACGATCCTTGTGTCCTTCCTGATGGT CTGATGCTTATGCTC 
TTGCCAAGAAGGCTGGTCGCTACAAGCAAATCAAGCGCACTGAGGGAGTCTCCAGCACCGACATTGTTGG 
TCGTATGCTTCTCTGTGTACGAGAGAGACCCATTAGTGACAGTAACAATCATTCT CTTGCAAAGACAG 
TTCAGCCATGGTCACAGCCAGAAATTCGAA 
 
>0228-94-E10(5-10-06) 
ACGCAAGTCACGGAACGAACCCACTGCTTCTTCCTCTTCTTCTTCCTCTCGACTCTAGAGAGTGAGAGAT 
CGATCAGCTGCTCACTCAAAAACACGCACATTGCTCCAAACCAATCCACCAAATT TCAACTCACATCCA 
TTCCAGGTTTCACTCGTAAATGGCTAAAGTCAGCAAAGTGCGACGTAAGACTA C C CGTAATGGGGTT 
ACCCGTTCTCCATCACCATCTTGCTGTCGGAATAATTTCAAAGATGTTCACC A GAAGAGACGTTCGA 
AAGCATCAGACAAGAAAGATTGGAAAAATGCAACCTGCCCAGTTTGTTTGGA TACCCTCACAATGCTGT 
TCTTCTTCTTTGTTCCTCTTATAACAAGGGTTGTCGCACTTTTATGTGTGCCACTAGCCATCGGTATTCC 
AACTGTCTTGAGCAATACAAGAAAGCCTACACAAAAGTAACTCCCATTCAAAG TCTCAAAATTTGGATG 
GGTTAATGGAAAATTCAAGTTTAATTTCTGGCCTGGAGCATCACAATGAAAGATGGAAGTGCCAGAGCT 
TTTATGCCCTCTCTGTCGTGGGCAGGTGAAGGGTTGGACTGTGGTTGAGCCAGC AGAAAATATCTGAAT 
GCAAAGAAGAGATCCTGCATGCTGGATGATTGTTCATTTGTTGGAACTTATAAGC ACTCAGAAAACATG 
TTAGGTCAAAGCACCCATTGGCCTGTCCGCGAGCAGTG 
 
193 
 
 
>0229-94-F10(5-10-06) 
GTGGAGGTTCCTGAGAATCATTCTCAACAACTGAATCCTTCTCATTCTTGCATACATCAATGCAATGTGA 
TGGATCTTGAAGAGCCACTGACAGTTCCAGAAACCTATGCCCAAATGGTCACCCCAGACCAAACACTTGG 
CCCAGCTGACAAAGTTGAGTCACAGACCATTTGCACCATTTCTAGTTTTAGTAACTCATGTCATCAAGTT 
CAAGATGAAGAAGAGAAGAAGGATGAAGAATTAACTAGCAAGTTCCAACCTT TTTGGAGTCTATTGGTG 
ACTGTCTCCCTCCAAAAGCAATAAGTACATTGTCATCAGCGAGTTCAGAGGA GTCAGTTTCCTTTCAA 
TGACCTTGAAGAATTTCAAATCAGTGAGGTACACCACATGGAGTCAATATCTCTAGAGAATGTAGATAAA 
GAAAGCCCCTCATTTAGTCCTGATTCTCATGAAATCATTGAAGAAGTGAATG CAAGTCAATGAAAACA 
ATGAGTCATATTTGTCTTCTGAAAAGTTTGTTCAAGAGAATCCATGGACTGATCT AGATAGAAAAATC 
AAAGGTAACATCAAGCCCCATTATAATACCTAGAAGTCATAAGGTTTCTGGAAG AAGTTGGGCGGCTG 
GTAGAATCATTGCCCAATTTGTGGTCTCACACTGAAAATCCAGATGCACATATGTTCA 
 
>0230-94(5-31-06)_014 
GCATCAAAATGCAATCTACACAAACACCATTCACCCCAATATTCTTCAAGCTCGAATCTTAACACTACT 
ATTATTACAACTTCAAATCCTCCCTACTCTCTCTCTCTCCCCTTGCCGTACCTCCTGTGGCAACGTTGCT 
ATAAAGTACCCGTTTGGTCTCGACGATGGTTGCGGCGCACCACAGTTCAGGCACAT TTTAACTGCACCA 
CTGACTTGTTCTTCACAACACCTTCTGGTTTCTACAAAGTCCAATCCATCGA TA ACAAAAAAACTAT 
GGTAGTCTATGACCCAGCAATGTCTACATGTTCCATTCTACAACCTCACCACG TTTGTTATGACGGAC 
ATTCAATCTGTCATAATACCTCCTTCACCGGACACCATTTTTGTACTCCTCAATTGCTCCATTGACTCTC 
CTGTACTTAACCATTACAAGAATCTTTGCTTCAACTTTTCGGGTCACTCTTGCGACGAGCTTTATGGTTC 
ATGCAATGCTTTTAGATTGTTCCATTTGTTGACTAATAGTACTCCACCATGTTGTTTTACTGGGTATGAT 
ACTGTGAAGTACATGAGCATGAATATCTTGGATTGCACGCATTATACTACGGTG TTAATAGTGATAATT 
TGAAGGGAATAGGACCTTTGGATTGGGTGTATGGGATCAAGCTTTCGTTCACT GCGGACACTGGATG 
TGAAAGGTGTGCAGGGTCTGGTGGCACTTGTGGGTTTGATACTGAGACCGTG GGTTCTCCTGCCTTTGC 
TCAACTTCTATGAATGCTACTAGAGAATGCGCTGCAGGCAGTGTTACAGATGATGGACACGGTCATGCTC 
CAATGTTATTATTCCAAGCATTTGTTTTTTATTCTGGGGACATTTCTGTGCATGAATTTATAATGATGTC 
TCGCTGTTATTTGATTTTGA 
 
>0232-94-A11(5-10-06) 
TCGGGTGCGGTAAGCTCATCGGGAGGTGGTGGTGGTGGTGAGATGTCTTTGAAAGACAAAGGCAATGAGT 
TTTTCAAAGCTGGGAATTACCTCAAAGCCGCTGCTTTATACACCCAAGCCATCAAGCTTGACCCTTCTAA 
CCCCACTCTTTATAGCAACCGTGCTGCTGCATTTCTACAGTTGGTTAAGCTT TAAAGCACTTGCTGAT 
GCTGAGACAACAATTAAACTGAAACCCCAGTGGGAAAAGGGATATTTCAGGAAAGGATGCATATTAGAGG 
CCATGGAACAATATGATGATGCCTTAGCTGCCTTTCAAACAGCTTTGCAATACA TCCACAAAGTTCTGA 
AGTTTCAAAAAAGATCAAGAGGATTTCCCAGTTGTCGAGAGATAAAAAGAGGCTCAAGAAGTGGAGAAC 
AAGAGATCCAATATTGATATGGCAAAGCATTTGGAGAAGTTGAAATCTGAAATGTCGGAAAAGTGGGGAC 
CTGAAGAATCCTGGAAAGAGATTTTCTCTTTCCTTGTTGAGACAATGGAGACT CTGTAAAATCATGGCA 
TGAAACGTCTAAAGTGGATCCAAGAGTCTACTTCCTTCTTGATAATGAAAAGACCCAGACTGATAAATAT 
GCTCCAGTTGTAAATATTGATAAGGCCTTTGAATCACCCCATACACATAGCAG T TTTTTCATTTCTTA 
GGCAGTATGCTGATGATTCTTTCTCCAGAGCGGCCTGTGTGGTGGCTCCCAAAAGTATCATATCTTACCC 
ACAGGTCTGGAAAGGTCAAGGATCTAGAAAGTGTAAACATGGGCAACACGATGGTTTCTT 
 
>0233-94-B11(5-10-06) 
TTTTCTCCTCCTCCTCCTTTTGTACCACCGCCTCCAATTTCTGCACCAGGAGGGAATAGTGCCACTGGGG 
CAATTGCTGGAGGAGTTGCTGCAGGTGCTGCTTTGCTGTTTGCTGCCCCTGCAATTGCATTTGCATGGTG 
GCGTCGAAGGAAACCTCAAGAATTTTTCTTTGACGTACCTGCCGAAGAGGATCC A GTCCATCTGGGG 
CAGCTTAAAAGGTTTTCACTACGAGAATTACAAGTTGCAACTGATAGTTTTCAACAAAAACATTCTGG 
GTAGAGGTGGATTCGGGAAGGTTTACAAAGGACGCCTGGCAGATGGTTCACAGCTGTAAAAAGACT 
GAAAGAAGAACGTACACCTGGTGGTGAGCTGCAGTTTCAAACAGAAGTAGAG TG TCAGTATGGCTGTT 
CATCGAAACCTCCTCCGGTTGCGTGGGTTCTGTATGACTCCAACTGAGCGGT CTTGTTTATCCCTACA 
TGGCTAATGGAAGTGTTGCATCATGTTTAAGAGAACGCCCACCGTCTCAACCAC ACTTGATTGGCCAAC 
ACGAAAGCGGATCGCATTGGGATCTGCAAGGGGTCTTTCTTATCTGCATGACAC TGACCCAAAGATT 
ATTCATCGTGATGTGAAAGCAGCAAACATTTTGTTGGACGAAGA 
 
>0234-94-C11(5-10-06) 
TGGCCAGGCTGAGGGTGTGACACATTCAGCTCCAACAAAGCTAGTGCTATACTT ACCGGAGCTACAAAC 
ATACTCTACACTTTTGGTGGCCATGCTGTGACAGTGGAAATTATGCATGCCATGTGGAAGCCACAGAAAT 
194 
 
 
TCAAGTACATATACCTAATAGCCACATTATACGTTTTCACACTAACGATTCCGTCAGCCTCTGCCGTTTA 
TTGGGCCTTTGGTGATGAGCTTCTTAACCATTCCAATGCCTTCTCTATGCTACCAAAAACTGGCTTCCGT 
GATGCCGCCGTTATCTTGATGCTCATCCACCAGTTTATAACATTTGGGTTCCA GTACTCCATTGTACT 
TTGTATGGGAGAAGGTGATAGGGATGCATGACACGAAGAGTATTTGTTTGAGAGCACTAGCAAGGCTGCC 
AGTGGTGATACCAATATGGTTTTTGGCGATAATCTTCCCATTTTTTGGCCCCATAAACTCTGCTGTTGGG 
GCTCTATTGGTTAGCTTCACTGTCTACATCATCCCCTCTTTAGCTCATATGTCACCTATAGAAAAGCCT 
CAGCCAGACAGAATGCTGCAGAGAAGCCTCCTATCTTTTTACCAAGCTGGACTGCTATGTTTGTGATAAA 
TTCGTTTATAGTGGTGTGGGTTCTAGTGATTGGATTTGGGTTCGGTGGCTGG C A CATGACCAACTTT 
GTCAAGCAAGTTGACACATTTGGGCTCTTTGCCAAGTGCTATCAGTGC 
 
>0235-94-D11(5-10-06) 
TCCCTTTGTGGTGTAGTGGGCTTAAAGTCAACATATGGACGGACAGATATGA GGATCATTATGTGGTA 
AAGGGACTGTGGAAATTGTTGGACCAATTGCGACAACAGTGGAGGATGTCATGCTAGTGTAAGCACTTCT 
GCTTATGAAGATGTTCATCACTACTTTGTGTTATGTTTAGTTTCTATCTTCAA GGATTTGTGATAAAG 
AGCCCTCCAATTTTATTTCATTGCTACAGTATATATTATTGTCAGTTCCAGAA ACATGTCTAAGTTCT 
GCATTGCTCTACTTTTTTTTGGATAAGTAGTTCTGCATTGCTCTACATTGAATAACTCATGAATCATTAA 
TTCTTCTCCCAAATCATAATTCAATTGTGTGGGCCATTGTAGAATTTTGGGATGGCTTGAAGTGCATAAT 
CCATTTGTTCAGTCTCCTTTTTTTGGACGTGTTGCTTGAAGTCCCAGTCCTGTA A TCATCAACATTTG 
GGGTTCGAGTTATAGTCCAGTGTTACCAACACCCTCTGTGCCTCTGTGGTGCT TTTGGGGTTCAA 
ACCCCACCTCTCCCTTCCTCTCCTATTTACCTATTAAAAAAAAAACCCATTACATCTGACTTTGATGCAG 
TTCCAAACTATTGCCTTGGTTACAGGGGAAAAAAAAATGGTTGAAAACATTTTCTTGCCTTGTATTCCTT 
CATTAATTCTGATTGACTGA 
 
>0237-94-F11(5-10-06) 
AAAAAGAAAAAAAAGAAGAGAGTGAGTGAGAGATAGAGAGATATCATATGGGGATTTATTATTATATTTC 
CTCTACAAGCAATTCGGTGATACAAAACGTACCTGATCTAACGACTGTGAAG G TGGGGTTCGAGCTCT 
TATGGTTATGGCTGGGCTGCTGTTGCCAAGGTTGATGACGTCGTTAGGAAGA TGATCCAGTCCATGC 
AAGACGAGGAAGCCCGTTCCAAGATCGGTCGGATTGCTAAAAGCGCTACGTTT TGC TGCGAGGAGGG 
CCTCAAAACCATCCCAGGTGGATCATTATTTTATAAGATTGTTTTGCAATCT TCCACAACGAAAAGAAG 
TCTGGGCGTAATGAAGTAGAGACAAAGGCATTGCAAGCTAAGATAAGCAAAT G GGAAGAAATCACAG 
AATGCAAGAAATTAATTGGACGAGCAGAGATACATAAGCCTTTTGTAGATTTCAAACCAGAGAAGAGCTC 
TTCCTTTGAACCAAATGTGGATATAAAACCAGAGGATGCAATCAGAGTCTTCATGA GAAGGAATCTATA 
GGTAGGCAATTTTTGGATGATTTGATAGTTCCTACCGTCAAAATAACGAGGT A TCTAAGTAGAAGA 
CAATTTTATTTCAAGGAGACAAGATGGGTGGAGTGATGAAATAATTGTTAACTA TGGGATGATAAATAT 
TTGTATGTCTTA 
 
>0238-94-G11(5-10-06) 
CTGCTATTAAATTTGCAAGAAAGTTTCAAAGACACTCAAATCCTGATGCAAA AGCCAGCAACTGAATT 
TATATGTTTCTCTAATTGCTTCCATGGTAGGACCATGGGTGCTCTTGCTTTGA AAGCAAAGAGCATTAC 
AGATCACCTTTTGAACCGGTCATGCCTGGAGTCACTTTTGTGGAGTACGGAAATATACAAGCTACAAAAG 
AACTAATTCAGCGAGGGAAAACCGCAGCGGTTTTCGTGGAACCTATCCAAGG GA G GGGTATATACAG 
TGCAACAAAGGAATTCTTACAATTTTTGCGTAGTGCTTGTGATGATGCTGGG TCTCTTGGTCTTTGAT 
GAGGTTCAGTGTGGTTTAGGTCGAACTGGATACCTCTGGGCCCATGAGGCCTATGGTGTATTCCCAGATA 
TAATGACACTTGCCAAGCCTCTTGCCGGAGGCCTACCCATTGGAGCTGTATTGGTG CCGAAAGAGTTGC 
TTCTGCAATCAATTATGGTGATCATGGGAGCACATTTGCTGGTGCACCTCTTGTCTGTAACGCTGCCCTG 
GCTGTTCTAGACAAAATCTCAAATCCTAGTTTCCTAGCCAGTGTCTCTAAGAAAGGCCTCTACTTCAAAG 
AAATTTTGAAGCAGAAGCTTGGAGGAAGCTCACACGTGAGAGAAATACGTGGATTTG GCTTATTATTGG 
AATCGATTTGGATG 
 
>0239-94-H11(5-10-06) 
CTCTCTTATTGTGTAAAAGAGCAGAAACCCTGTGTGCGTTGGGTGGAGAAATATTTTAAAGACTGCCTTT 
GCAATGTAAAAGATGATTTTTCCTTCGGTTTTGGCCTTATTAGTCTAGTGTGTTGGGGTGTGGCAGAAAT 
CCCACAAATCATCACCAATTTCCAGACAAAAAGTGGCCATGGAGTTTCTCTGCTTTTCTACTCACTTGG 
GTTGTTGGTGATATTTTCAATCTGGTGGGTTGTCTTCTGGAGCCAGCGACGTTGCCAACACAGTATTATA 
CGGCTCTGCTTTACACAATTAGTACTTTAGTCTTAGTATTCCAGTGTGTATACTATGACTACATTCCTAG 
ACGGTTGAAGTACCGACAGATCAATTCTAAACATGAGGCTGAAGACAAGAAA CC TTGAGGCCTGAT 
AAGTCAGATGATTCAAGCATTCCAATACCTAGAGCTTTACCAAAAACCACTTCAAAGAGAGTACTACT 
195 
 
 
ATATGTCAGCCAGATCTTTGGCAGGCAGTGGCACTCCACCATTTCGAACCTATCT AGGGTGGCCAAAAG 
TGGTCCTTCCACAATGGCGCTTAACAGTGACTCATCATCTGAGGATGAGGCGCTCCAACTGCATCTAAG 
TCATCTGCTAGCCAACCTATGCCAATACCAAGATCAGTA 
 
>0241-94-B12(5-10-06) 
AGGGTATACCGGCACCGACAAAACCGGTCTGCCCACACCGCTCAGGGCTTCGTC AAAGTTTCCGGCACG 
GTGGTCGGCGGTAGATCTTCAGTACCAATGTCGGACCGGTGCGGCTATCCGCGCCAAGATTTGCACACCA 
ATGAAGACCGAACCGACCCGAGCATGTTTTATATATATGTTAATATGTATAA A GAGGCCTAACGTTCT 
AAGAAGAGGAATGTTCATCAATGAACAGGGTCGTTCTTATCAAAAAAAAATTTGAATTCTTATCCATGTA 
TTCCAGATTCCCCAAGCTGTAGTTGCCCATTTTTCTAGCTCTAGGGCGCTGAGTATATTATATATTGTAT 
AATGTTAACGTGTGTCAGGAGGACTAGAAAGTGGAGTAGTCTCAAATCTCATCAAGTCTTGTCTCTTAA 
GTTGTGGTCTAGCCACTTGAGTTTTACCAAAAAAAGAAAGAGTATTTGGTTGAT G TACCATTTGAGTC 
ACTGTGTGATTTTGTAAGATATTTTCTTTTTGCTTTTTTTATCTCAGCCACACACGTATTGTCTGAGACT 
AAGTTGTCTCCATCTCTCTTTTTCTCCTCTTTAGAGTTTAGACTTCCCACTT GCTCTCAGAGACTCAG 
ACAATCAGACTCACTCAGCAACCTTCGTTTTTCTTCTAAACCAGTGTTTCCC CT AATCTCAGGTTCCC 
ACCTAACAATTTTCCTCTTCTATTTTTTGCACTCAGCCACATAACGTA 
 
>0242-94-C12(5-10-06) 
AGCTGCTATGGAATAACCGAGGTGAGATCCGACGCTTCCGATCACCGATACAAAGA GGTGACCCAGTTC 
CTCTCTACGCCAACAAGGTTGGCCCCTTTCACAACCCCAGTGAAACGTATCG TAT TCGATCTGCCCTT 
CTGCTCTTCAGGTCATGTGACGGAGAAGAAGGAAGCGCTTGGTGAGGTCTTGAATGGAGATCGACTTGTT 
AGTGCTCCCTATAAACTTGACTTTAAGAAAGACAAAGACACTGAAATGGCCTGTAAAAGGAAGCTGTCTA 
AGGATGATGTCGCTCATTTCCGGAATGCAGTGCAAAAGGACTATTACTTCCA A GTATTATGATGACTT 
GCCAATCTGGGGTTTCATTGGAAAGGTTGAAAAGGAAGGCAAAGTTGACCCCA TGAATACAAATATTTT 
CTTTTCAAGCATATCCAATTTGAGGTTTCCTACAATAAAGACCGTGTGATTAA CATGGCTCATATGG 
ATCCTCAGTCTCTGGTGGACCTGACTGAGGACAAGGAAGTGGAAGCTGAGTTCAT TACACTGTGAAGTG 
GAAGGAAACAGAAATTCCTTTTGAGAAGAGAATGGAGAAGTACTCACAGTCTT TTCTTTACCGCATCAC 
TTGGAAATTCATTGGTTTTCAATTATTAACTCATGTGTGACTGTTCTGCTTTGACTGGTTTTCTTGCAA 
CCATTCTCATGCGAGTCTTG 
 
>0244-94-E12(5-10-06) 
CATGCACAATTGGCTTTGAAGGACACAAATTCAACTCCAGAAAATAAGGTTGTTGCGAATGAATTTCCTG 
GATTTTATAGTGAGAAGCAAGAAAAACGTTCAAGAAATAAGGATAAGCCTGTCGT GCGTATGGGCTCC 
TCTTCGTCGTTCAGATGGAACTCATGCTAGTGAAGAGTCTTTGTCATCTGGTA TTCACAGTTGCTTCTA 
GATTCTTCAGAAGGATCTCATGGAGATATGAAATTTGAAATGGCAAATGCTCGGAT GGGGAAGTTAAAA 
ACCTTGGAAGTGGACGTAGTAGCCATTCTTCCTTAGATAATGGCTCCAATAAACATTTTGGTCGCCGTGG 
GCCAACGCATGGTGTCAAGGATGTTGATGGCTCATCAAATGTAAGTGAGGGAAGCATTTGAGGAGAGGC 
ACTGGCTTTAATTCCCATGAGAAACAAGTGTGGGTTCAGAAACCAAGTTCTGGTTCCTAAAGTTATTGGA 
AGTGTTCACTGTCTCATTTGTTTGCAGTTGTAATTTCTGGTCATATACACGTTTT GAACATGCATTTG 
CTAGTGGCTGGAGAGGCTGTCTCTTTTTACTAGACAGATGAAATGGAGTCTCAGCAATCAGCAATGGTTC 
CTTTTGAAAAACCCTAGAGGAAAGTAGAGTTTG 
 
>0245-94-F12(5-10-06) 
TGTCGGTGCTCCGATGGAAGAGTTTCGAGGAGAACGAGGATCGCCCCGACAAG TCG CGCTATGGAGT 
CACTGAGATGAGAGGCCCCCATTACACACTCTTAACCCAAAATGTTCTTCAGGA ATTTTTGAGTCTATG 
GGGCAGTTTGTTGATGGATTGAAGTTTTCTGGAGGATCTCATAGCCTGATGT AA GGATTTCATTAAAG 
AAGTGACTAACATGGCCCACCAACATGATATATATGTTAGCACGGGTGACTGG CTGAACATTTGCTTCG 
CAGAGGTCCATCAGCTTTCAGAGAGTATGTGGAGGAATGCAAGAACCTGGGGTTTGACACGATTGAGCTG 
AATGTGGGATCGCTTGAAGTCCCTGAAGAAACTCTACTAAGATTTGTTCACTTGATTAAGAGTGGTGGTC 
TGAAAGCCAAGCCTCAATTTGCAGTGAAGTTTAACAAGTCTGACATTCCCATAGGTGGTGATAGAGCATT 
TGGAGCTTATATTGTTCCAAGACCTCGTTCAACTGAATTTATTGAAGATGTGGATCTTTTGATCAGACGG 
GCTGAGAGATGCTTAGAAGCTGGAGCAGACATGATCATGATTGATGCAGATGATGTC GCAAGTATACTG 
ATTCTTTACGGGCAGACATAATTGCTAAGGTCATTGAGCGTCTTGGTCTTGACAAGACCATGTTTGAAGC 
ATCAAATCCCAGAACCTCTGAGTGG 
 
>0247-94(5-31-06)_003 
GGTCAGTTCACCTCAAAGATGGAGGGAATGGTTACGGACTTAACATTGGCGGGGAAAACCAGACCAGCT 
196 
 
 
TTGAGGAGTATCTGAGTAATAATTCACATGCAAATCCAGGGATTGATTTAAC G T CTGTTCTGACTAC 
TGGCTTCTGGCCAAGTTACAAGTCTTTTGACCTCAACCTTCCACCAGAGTTG TCAAGTGTGTCGAAGTT 
TTCAGGGAATTCTATCAAACAAAAACAAAGCACAGAAAACTTACATGGATAACTCTTTGGGTACTTGTA 
ATATCAGTGGGAAATTTGAACCCAAAACTATGGAATTGATTGTGACCACTTATCAGGCTTCAGCCCTGTT 
GCTTTTCAATTCCTCGGATAGATTGAGTTACTCGGACATCATGACGGAATTAAACTTGACCGATGATGAC 
GTTGTAAGACTTCTCCACTCCTTGTCATGTGCGAAGTACAAGATTTTGAACAA G GCCTAACACGAAAA 
CAATATCTCCAAGTGATTATTTTGAGTTCAACTCAAAGTTTACCGACAAAATGAGGAGGATCAAGATTCC 
TCTCCCTCCTGTGGATGAGAAGAAGAAAGTAATTGAAGATGTTGACAAAGACAGACGGTATGCTATTGAT 
GCCTCGATTGTGCGCATCATGAAGAGTCGTAAAGTTTTAGGCCACCAGCAGTG TCATGGAATGTGTTG 
AGCAGTTGGGTCGCATGTTCAAGCCTGATTTCAAGGCAATAAAGAAGCGAATT AAG TCTGATCACGCG 
AGATTATTTGGAAAGAGACAAGGATAACCCTAATTTGTTCAGATACTTGGCA GA GTGGCCTAGTTGAA 
TATCACTAAATGAATTTGTGACTATTACTGCTGC 
 
>0249-94(5-31-06)_007 
AGACTTCTTTTATTTATAACTACAAAAAAGCTCAGAAACCCAGTCTCAGAGACACACCCACGCACAAAAA 
TGGCGGAGACTGTGGTGCAACCAAGCCGATCGAGGGACCTCGACAAGCTCCTTCTCCG CCCGGCAATAT 
TATCGGCAATAACTTCGATCCTGGCCAAGAATTGAGAGATGACCTTGCAGAATATGT AAAGTGTTAGTG 
GTAGGAGCTGGTGGATTGGGATGTGAGTTGTTAAAGGACTTAGCTTTATCTGG T AAAAAACTCGAGG 
TTATAGACATGGACACGATCGAGGTCACCAATCTCAATCGCCAATTCCTCTTTAGAT TGAAGATGTTGG 
TAAGCCAAAAGCTGAAGTTGCTGCAAAGCGTGTCATGGAAAGAATTAGTGGCGT AATATCAAGCCACAT 
TATTGCCGGATTGAAGAAAAAGACATTGATTTTTATAGTGATTTTAGTATAATTGTTCTTGGTCTTGATT 
CAATTGAAGCTCGGAGCTACATCAATGCTGTAGCTTGTAGTTTTCTAGAGTAT CTCTGATGATAAACC 
CCGAGATGAAACAATGAAACCTTTGGTAGATGGTGGGACTGAAGGTTTCAAGGCCATGCTAGGGTTATC 
ATGCCAGGGGTCACGCCATGCTTTGAGTGCACCATCTGGCTTTTCCCCCCTAAGTAAAGTTCCCCTTAT 
GCACCCTTGCTGAAACTCCTAGAACTGCTGCTCATTGTATTGAATATGCCCCCTAATCAAATGGGATGA 
GGTTCATAGTGGAAAGACTTTTGATCCAGATGACCCAGAGCATATGAAGTGGATCTATAATGAGGCTGTC 
AAGAGAGCTGAGCTTTTTCGGCATTCCAGGAGTCACGTATTCTCTTACTC 
 
>0250-94(5-31-06)_009 
AGCCACTAGCCACGCCAAGACCATCATGAGGATCGGTCTCTCTCTCTTCCGC G GGCTTCAACTCCTCC 
AAATGCAAGACAGCGGCGAAGATGGCAGTAGCGAGGATAAAGCTGCTGAGGAA AAGA AGAGGTGGTCG 
TGAAGCAGATGAGGCGAGACATTGCCTTGCTTCTACAGTCAGGTCAAGATGC CTGCTCGTATCCGGGT 
TGAACATGTTATCAGGGAACAGAATGTTTTGGCTGCAAATGAGTTCATTGAACTCTTCTGTGAATTAGTT 
GTGGCCAGACTTGCAATCATTGCAAAGCAAAGGGATTGCCCAGCAGATCTGAAGAA GAATTGCTAGCT 
TAATATTTGCATCCCCAAGGTGCTCAGAAATTCCAGAACTTTTATCACTTCGGAAAGTTTTTGAGAAAAA 
ATATGGGAAAGATTTTGTATCAGCAGCTACAGATCTGCGACCTAACTGTGGTGTAAACCGCATGTTGATC 
GACAAACTCTCTGTAAGAACCCCTACTGGTGAAGTAAAATTGAAAGTCATGAAGGAAATAGCGAAGGAGT 
TCCAGATTCAATGGGATACAACAGAATCCGAGATGGAGCTTCTCAAGCCTCCA AAGAGCGTATAGAAGG 
ACCTTGCACTTTTGTTAGTGCTACCAGCCTACCCATGCAGCCCCAGCCAACTCAATCTGCTGAGCCAAAT 
AAGCCAACTACTAGATCAACGATCAGTGGAGAAAATGGCAATATGGTTTTTGAGGACACTGTCTCAGCTG 
CTGCAGCAGCTGCA 
 
>0252-94(5-31-06)_013 
AGTGCGTGTTATAGGCTTTAGTGTTTGTTTGGTTTGGTTTGGTTTTTTTTT TCTTATATACAGG 
TTCGGTGGAGACTCGCCTGCTTCACTGTTGGAACGGCAACAAAAGCGTTTGGAC G AGTTTGGAATCT 
ATAAAGTTTGAAACTTAAGAAGTCTGATTTTTGCAATGGAGGTGTGTGGCAAATC TGGTGGTAGCAGG 
GCCTGCAAACGTTATTTTTCTGTCAACTATACTAGGCCGAGATGGGCCGACTGCT TTCACAAATGCGAC 
TGGAAATGTGAAAATGAGCGTGTTTGTGGAAATATGTACCGCTGCAAACTGACAGGACTGACTCACATAT 
GTGACAAAAACTGTAACCAGAGAATTCTGTATGATAACCATAGCTCCCTTTG AGAGCTAGCGGGCAAAT 
TTTCCCCCTTACACCAGTGGAGGAACAGGCTGTGAGAGGCATCCGGAGGAAGCTT AGCCAGAGAATTCC 
CCTACCGATGGCTATGCCTGTAAGCGCAGACGGGATGCACAGTTTCATCCTTCTCCTTTTGAGAGGTCCT 
TCTCAGCTGTCAGTCCAATCTGCAGCCAAGTTGGAGATGGCATGGATATGAC GATCTATGATATGAC 
TGAAAAGACAAGTATCAATTTTCTTAATCATGTTCCTTTAAATTTTTCCCTTCTT TTCCCTGGAACGAT 
TATGGAGAATAATAGAACTTAATTCGCGTAACTAAATGGTGGACCAGATGTGTCCTTCCTGTCTGTAGGA 
ACTCTATATATTTCTAATCTCATTTACTGCAATTTAACTCTTCCTTAAACAGG TCTGTTACTTGTT 
 
>0254-94-(6-16-06)_B10 
197 
 
 
TGTTCGAGAATTTCTTGAGGAGTTCCTTAGCCCTTGGAATTGTGTGGATGAACAATACTATGTTCTTGTT 
GGTGCAGAAGCAAATGTAGATTGTATGGCAAGATCTGAGAGGCATTTTATTGGGAGTTGATGAATATG 
TGGAAGTTGTTGAGGTCTATGCTGTGACGCTACTTGCAACAGTTTTACAAGATATGCACCTCGCTATCTC 
ATGGGTTGAGAAAGCTGCACTACCTGAGGAAAAACGACAGGTACTTCTGAGGAAATT CACTCCCTGCAT 
TCTCTTAAAGCCACCAACTTGTCACAAGGGTCCTCACCTCTGCCGGCAGATAA CATGATGGCCATTTAT 
CTTCACAGAAAGAACTGAATGTGTCTGAGGGTTCTCAAAAAGCCTTAAAAGCC C TCCCCACCTAATCA 
AAGGAATGTTACAAAACAAGCAGTTTTAAAATTGTCTGAACGAATGGAGCCAT TTT TGGTTTCGTACC 
ATCACTTTGAAGTTTGGTAATGCCCGAATGGTCATATCTAACAGAAAGATTT C GGGCTGTTTGATCC 
TGCTCATGTTTTATGTTCTCCGAAGGAAAAAAGCTGCTTTGAAGAGTACTGTT AAGACAAGTGCTGTT 
CTTGAAAGGAGCTCTGGTAGATTTGTGGAAGCTCGCATTTTCATACCAAGTGAATCCTCTAGCTGCTGTT 
CAACCTCTGGCTACTACAACACGAGGACAGTGAAATAAATTTTTAGTCATTATGC CTTTAGGTGTCCAA 
TACGGGTATAAATACAGTTATCTTCAAATGAACAGCCTCTATTCTAAAGAGGCATT TTGTTTTAGTATG 
GATCTTGTATTTCCTCGTCAATAATGCCATGCTATTGTAATCATGATTCATGAACCGGTATGAA 
 
>0255-94(5-31-06)_004 
TTACACTCCCAAGTTGGCAAGCAAACTCTCCATAAAGTCAGAGCATCTCAAAGATCTTCCATTCCTTTGT 
ACCTTGAGATCAGAAACAAAACCAAAACCTAAAAAAACAGTGTCCCAAAACTTTGATCATTGTCTGAAAC 
ACTAAACAAAAACCCAAAATGCACGCAAAGACAGACTCAGAGGTAACAAGCTTAGCC CATCTTCACCGA 
CTAGATCTCCTCGAAGACAAGTCTACTATGTTCAGAGTCCATCTCGTGACTCCC GATGGTGAGAAGAC 
AACGACGTCGTTTCACTCCACACCAGTTCTCAGCCCAGTTGGATCTCCACCTCATT TCACTCCTCCGTG 
GGCCGCCACTCCCGTGAGTCGTCGACAAGTCGTTTTTCTGGGTCTTTGAAACCC G TCCAGGAAGATCT 
CCCCAAACGACGGGTCGCGTGGAGGGGGCCAAAGAAAAGGTCAGAAGCCATGG AGG CCAGTGTGATGT 
GATTGAAGAAGAAGGACTTCTTGAAGATGAAGAGCGTGTAAAGGGTCTTCCTCG CGTTGCTATGTTCTT 
GCTTTTGTGCTTGGGTTTTTCATTCTGTTCACTATTTTTTCTTTGATTTTGGGGTGCTAGTAAGCCCA 
TGAAGCCAGAGATCACAATCAGGAGTATAACTTTTGAGCAGTTTAAGATTCAGC GGTTCGGATTCTTC 
AGGAGTGGCTACTGATATGATCTCAGTGAATTCAACGGTGAAATTCACGTACCGAAACACCGGCACATTC 
TTTGGGGTTCATGTCACATCGACACCTCTAGATCTACTTTATTCCCAACTCACCA AGCCTCTGGAACCA 
TGAAGGAGTTTTATCAATCAAGGAAGAGCCAAAGATTAGTTAATGTGACAGAATGAGTGATCAAAT 
 
>0257-94(5-31-06)_008 
TCAAAGTTCTTTTTTTGAACGGTTTAAGCTTTTTTTGCTGAATCAAAAAAATGGGTCTCAAAGGTTTCGT 
TGAAGGAGGCATAGCTTCGATTGTGGCAGGCTGTGCCACTCACCCACTTGACCTGATCAAGGTCCGAATG 
CAGCTTCAAGGCGAAACCCATGTTCCGAACCCGAACCTCCAATCTCTCCGCC AG T TAGCTTTCCACA 
CGACGTCGCTTTCGGCTCCTGGGTCCATCCACGTGCCTCCTCCGCCTCTCCCCACCGTGGCGGCGAAGGT 
GGGTCCTATCGCCGTCGGCGTGCGTATCGTCCAACAAGAAGGCGTGTCCGCT TGTTCTCGGGCGTGTCC 
GCCACGATCCTCCGGCAGACACTTTATTCGACGACCCGAATGGGACTGTACGATATTCTGAAAAAGAAGT 
GGTCCGACCCAAAATCCGGGAACATAACGCTGGTGCAAAAGATAGCGGCTGGCTTGTAGCCGGAGCCGT 
CGGCGCCGCCGTGGGAAACCCGGCTGACGTGGCAATGGTGCGCATGCAAGCGATGGTCGGCTCCCCCAA 
GCTCAGCGGCGCAACTACAAGAGCGTAGTGGACGCCATTTCACGCATGGCGAGCCAAGAAGGCTTGCCGA 
GCTTGTGGCGCGGCTCGGGTCTGACTATAAACCGAGCCATGCTGGTCACGGCT G A CTAGCTTCGTA 
CGATCAGATCAAGGAGATGATATTGGAAAAGGGTGTGATGAAAGACGGGCTCG A CCACGTGACGGCG 
AGCTTCGCGGCGGGGTTTGTGGCGGCGGTGGCGTC 
 
>0259-94(5-31-06)_012 
CCGATATTCTGGTCTGTGATTCTGATATTTGTGATGGGATTTATTGCTGGGGGTTTTATTCTTGGAGCGG 
TCCACAATCCCATTCTGCTCATTGTTGTGATAATTCTTTTCGGTTCAGTGGCTGCTTTATTCATTTGGAA 
CTCATGTTGGGGGAGAAGAGCTATCACAGGTTTCATTTCTCGTTATCCTGATGCTGAACTGAGAACTGCA 
AAAAATGGGCAATATGTGAAGGTTTCTGGGGTTGTTACCTGTGGTAATGTACCGCTTGAGTCATCCTTCC 
GGAGAGTTCCTAGATGCGTCTATACATCGACCAGTTTATATGAGTATCGAGGAT G ATTCTAAGCCGGC 
CAATTCTACACACCGTCGTTTTACATGGGGACTTCGATCATCTGAGAGGCATGTGGTCGACTTCTACATC 
TCTGATTTCCAGTCTGGGTTAAGAGCATTGGTTAAGACTGGCTATGGTGCAAGG TGACTCCTTATGTTG 
ATGACTCCGTTCTTATTGATGTTAACCCAGAAAACAAAGACATGTCTCCTGAGTT CTCCGATGGTTGGC 
AGAGAGGAACCTTTCAAGTGATGATCGTGTAATGCAATTAAAAGAAGGGTACATCAA GAAGGTAGCACG 
GTTAGCGTGATGGGTGTTGTTCAGAGAAATGACAATGTGCTTATGATTGTCCCTCCACCTGAACCACTAA 
CAACTGGATGTCAATGGGCACAATGTATCTTTCCAGCTAGCCTTGAGGGTATT TT TGAGATGTGAAGA 
TACATCAAAAATTGATGTCATACCTGTTTAGGACATCACTCATTCAGTCATTTGTGAAATATCTTGTTCG 
TAATATCAGAAATTGGTGATGGTGGTGGTGTTTGTAGTAAAAAAGTGGTGGAAGTATGTTGATTAATAT 
198 
 
 
GATGTGATTTTTTATCTTTTTT 
 
>0260-94(5-31-06)_014 
AATGGCTACTATAGCAGCAGATATGTTTGTTGGCAGGGAAAGATTTGCCACATTG TATTAATGAGACTT 
ACGGAAACTGTCATCTTGTGGCTTTCGGAAGACCAAAGCTTTTGGGATGATATTGA GAAGGGCCAAAGC 
CTTTAGGTCCTCTTGGTTTACAACAGTTCTATTTGGACATGAAGTTTGTCAATGTTTTGCTTCCCAAGG 
CCGCTACTTATCTCGGAATTTACATCGAGTCGTCAATGAGATCATATCAAAG C TGGCAGCATTTGCT 
GCAACAGGAATGGATCCATATAGTGTGCTTCCGGAAGATGATTGGTTTAATAAGTCTGCCAAGACACAA 
TTGAAAGATTGAGTGGAAAACCAAAAGCCGTCAATGGAGATCGGGATCTTACAGCCCAACTGCATCGGT 
TTCGGCACATTCAATTTCATCTGTGAGATCTCATGGAAGTTCCTAAAGTGCGTCTTCTCGTCTCCTCCT 
TGTAAATTAGGCAGCAACAGATTCCATGGTGGATATGTTGTCAGGTACTTGTATTCATAGTAAGCTTTCT 
TCATTTACCTTCCCCTGATTTTTGTTTGTCTTCTTTTTGTTCTCTTTTTTTCAACTTTCTTTAGGTTGAT 
GTTTGCATGGTAATGAGTCTAGTAATTCTTTTCACCACCTTACTGAGCAAACATTTGAATTTGTAAATGT 
TCATTCCCTCATTTGATCCTGGATCCAAATTTTATATTATTCTTTTACAAATATGGGTGGAGTTCTTGTT 
CGTCCAAGCATTCAAAGGCTGATGCATGCATTTGTAAATAGCCTAAAGCCAATTCAATTTTCTTGTTGTC 
TACTTATCACTG 
 
>0261-94(5-31-06)_016 
TGAGACCCGCCACCGACCGCCAGAGTCGTCGGATCGGGCGGGTTCCTCGGTTTGGTCGGGTAAACGGGTT 
ACATGGACACCCCGGCACAGAAACTAGGCAATCATATTGTAACCAAATTTTG GTTGAGATTTGAGCTTA 
TTCTTTCTTTCCATGGATTCATGTTCATGGTCCAAAGCTACCACGAGAACTCATGGAACTTATATTTAGA 
CGCTCCATGAACCCAAAGGATCTTGGGAGATGTAGTCTTGTTTGTACCACTGGCGATTACTTATTGCTG 
ACATTTGGGGGAAGAATTTCTCTTTGTTGAGAACTGCAAATACAAGTGCTAC AGG GAATTGTGAGGGA 
CTACAAGATTTTTCAGACAGAGACTTTTAAAGGTTGCAAAGCTGAGCTTGTTGACAGCCTCTTCAACTGG 
GAGGCCATCATGATTGGTCCCAAAGATACCCCTTATGCTGATGGGGTCTTCCTC AAAAATCTATTTGT 
CTCAAGATCATCCATTTGAGCCCCCCGTGGTCAGATTCCTAACCAAGGTTTACCACCCAAACATTGGCCG 
AGATGGCAGGGTATGTGTTGAGAAATGCTCATCACTTACCATCTTCCAACTTCTCCTAGTTATCTATGCT 
CGCTTCTCCAACCCTGAGCCTGATGAACCAATTGATTGTGAGATTGCTCTAATGTA AGACTCAGAGAA 
TTCAATATAATGAAAATGCAAGAGACTGGACCAAGAAATATGCTACTGCAAGCCA AAAGTGCAATAGA 
TTGGTCACGATTTCTCAACAACATTAAAATTTTGGAACCAACAGAATTGGTGGACTAACAATCCTAGATG 
CCTTTATTGGAAACACT 
 
>0262-94(5-31-06)_001 
TATGGACAGAGAGATGGCTTTGGAGAAAGACGTAACCAATCACAGGAAACGTCCCTACTTGGATCTTTCA 
GAGAGAGCTCCCCAAACTTCTATTGGCACAAGTCAGAGAATGCCTTGGAATGA TGAGTAACATTTTCG 
TAGATGGAGAAAGTACTGGTAAAAGGCTAAAGACAGGTTTCAGTATAACATGTGGACATAGCGGTGGTTC 
TAGAGGTAGAAATTCTAGGAATGATAATTTCGCATCTCAAGTAGTTGATCCA G T TTGTTCCTCTGTT 
GAGGAGAAGACATGTGATGAAGCTTGCGATGAGAAAGTTATTCCGGAGGACAC AATTCTGAGAGGT 
ACTTCTTTCCTCTAGGTTCACATAGAGCAAAGGATTTTGGAATAGGAGACAACAC TGCCATGGAAAAA 
GCATCCATTAGACGAAGACAATAAAATACATGACGTGGTTCCAAATCTTGAG C CATTAGGGGCCGAT 
ACAAAACCCGCAAACAAGGGAATGCTGCCTTTCTTAGGTGGGACAGTAGGCG AAAATAACCAAGAAA 
AGGCGCTAGATAAGGTGATAGAGGTGGAGGATGACGGAGACTCTGCATCCCTTCC TGTCTCTGTCATT 
CCCATTCCCAGACAAGGAGCAGACTGTAAAACCTGTTTCAAAAACAGAGCAGCTTCTTTCTGATAGACCC 
AATTTGAATACCCCACTGCTTCTCTTTGGCAGTGGCTTTGGGGACAAATAGAACTGCAGTTATGTTTCCG 
TTATGTAAATTAGCGTGGCCCCCCTCCCCCACCACTTGGTTGTGATGAATGTGT CCGGATCGTTACACT 
GATATATCCCGTGGGGATCATAGGTGAACCCATCTTCCATATGTTCATACACCATACAGGATTTACTAAT 
TTCTTTTTTTTCTTTTTTTTAAGAAAAAAAC 
 
>0263-94(5-31-06)_003 
ACAAAAAAGCTGTGCATTTTATTTGCTCATTCGTCTCACTTCAGTCCCCCACATT AAAGCACGAGAAG 
AAGAAGAAGCCCCCCCTCCAAAAATCACCAAACAGAGTTAAAATTCCAACTCCAAAATCCCCATTTCAAG 
CCACACAACACAGCTCCAATCACTTTTAAATTGCATTTCAGCCTGTTCAGTAATTCACACAATACAGGAT 
TTGCAATTGGAGCTGGATAGTATTGGGTCAGACGGGGTTGGAAATTATTGCTTGATATGGCTATTAAT 
TTTACTGGTTGGATTTGAGTACTAGAAGCAAAACCCATATGAAAAAAATGGGCT TTTTTCCTTAGCAAT 
AGGAGTTATGGTTGATTTTTGCAAGATTTAGAGTGTTTTGGGTATTGGGTAGT ATGTTTCTGTGTTTG 
TTGAATTGGGTTTGTTTAGTTTTTTACTTTTTGATTGAAAAAAAAATTGGGAGGGTTGGTACAGTTAAGT 
CAAAATGCTTGAGCCAGAGCTTTGTTCTTCTCGGGTTCTTTCGCCTTTTCGTGAAGAAAGTGGGGATGAG 
199 
 
 
GAACTTTCTGTGCTCCCCAGGCACACCAAAGTGATTGTTACTGGAAATAATGAACAAAGTCTGTGTTGG 
TGGGCTTGCAAGGCGTGGTCAAGAAGGCTGTTGGCCTCGGAGGTTGGCATTGGCTGG CTGAAAAACGG 
GGTTGAAGTTAAGCTGCAAAGGAATGCATTGAGTGTGCTGGAACATCCAACTGGGCATGAAGAAGATGAT 
GATCGTGATTATGATAACTCTAGCAGTGGATCTGACATAGGTGAAAAGGATAATGAT TCTCTACTATAG 
ATTTTCAAAAGATGAGCAAACAAAGAATTCGGACAAGGCCATGGGT 
 
>0265-94(5-31-06)_007 
CCTTTTTTTTTTTCTCGCCGGAGCAGAACGGAAAGGACTTTGATGGAGGTTTTGGCGGATCGGACGGCCC 
GATCTTGCCTCCGCCGTCGGAGATGCAGTCGGAGGAGGGCTTTGCTTTGAGAGAGTGGCGCCGAGAGAAC 
GCGATTCGATTGGAAGAGAAGGAGAAGAAGGAGAAAGAGATGTTGAATCAGAT TGAGGAAGCTGAGG 
ATTACAAAATCGAGTTCTATAGGAAGCGCATGGTTGCTGTTGACAACAACAAAGCTTCTAATAGGGAGAA 
GGAGAAGCTATTTTTGGCAAATCGGGAGAAGTTCCATGCCGAAGCAGAGAAG ATTACTGGAAGGCAATT 
GGAGAGCTTATCCCCCATGAGGTGGTGGCAATAGAGAAAAAGGGGAAGAAGGACAA GAGAAGAATCCTT 
CTATAGTTGTGATCCAGGGGCCCAAACCCGGGAAGCCAACTGATCTCTCAAGAATGCGTCATATTCTTCT 
GAAGCTGAAGCACAATCCTCCTCCCCATATGAAGCCCAAACCACCACAATCAT GAACCTAAAAATGAT 
GCTAAAACCACTCCTCCTGCTGCTGGCAGTTCTAGCATTGCTCCTCCCAAGGCTGCAACTGCGGCAGCCC 
CCAAGGTTGTAGCTGCTGCTTGAGATTGAACCAACTGTTTGCTTGGTCTGTTTATGTATCTGAAAAGCAA 
GTAGCTGTGAGTCAGAGATGCTGAATTTGTATGATACTTAACAGTTATGATGTG AGTGAGTCATTATG 
TGCATGGTAGTTTAGGTGTGTAGTATATATATATATATATATGTATGTATATGTAGAAAGGCTTCTATTT 
CAT 
 
>0269-94(5-31-06)_015 
ATGTAGCTGCTGGAGGAAGAAGAACTATGAGAATAATAAGATTCAGCTTATTCTCAAATATTTTCCTCAG 
ATAGATGATTTTGAATACTTAAAAGGAAAACTGCACTACCATCTTGACTGAATTCTTGGGAGTATGTGGC 
CAGAGTTAGTGAACAATCTGTCATTGTATGCCGACATGGAAATGAAGCCTACAAATCCTATATTTTGGAG 
AATAACTGAATTATGAACAAGGCAGTTTTTATGGCAAGGTGAAGGGTTTCCAAAAGAAGTTTTTAAGGGA 
AGTTAGGGGGTTATTGCCTTAATCTGTAGAACAAAATGATAAGCATCAGCAAGTCTAATTCCCTAGT 
CATTCCAAGCGAGCCTACTCCAAGTGGCCTATTGCAATTATCTGAGAGTGATCAAGT GCGCAGTGGACT 
CATGCACCAGCCATATACATTTACAAACCCAGCAACAACATCCCATTTTCAATCGAGAAGACGAAAAATG 
CCTTAAGTCGTGCATTGGTTCACTTCTACCCCCTAGCTGGACGGCTACGCTGGATAGAAGGCGGCCGGCT 
AGAACTTGATTGCAATGCAATGGGAGTGCAAATATCAGAAGCTTATGCTGACACAAAATTGGATGAACTT 
GGTGATTTTGCACCAACTGGTGTAGTCGAAGATCTTGTCCCCAAGATTGATT ACTACTCCAATTGAGG 
AGTGGCCTTTGTTCCTGGCACAATTAACAAGATTTAGCTGTGGTGGCATTTGTGTTGGAACGGGCGTATC 
TCATACCATGGCTGATGGACTATCTGCAACTAACTTCATCAGCTCATGGGCAA TTGGCTCGAGGATGT 
GATTTGGAGGA 
 
>0270-94(5-31-06)_002 
CTCCTTTGTTACTCATATATTTCACCTCTTTCAATTTTCTCTCTTCAAGTTTTCTTTTACTTTTCACTTT 
TTGCGTCCCAAATGGCCACAGTTGAGGTAGCATCAGCTCCATCAGCATTGGCTGAG TCAATGAGACAAC 
TGAGGTGACAAAGACTGAGGAGACAGTCAAGGTAGAGCCAGTGGCTGCACCCGCTGC CAGAACCCGTC 
ACTGAAGAACCAAAAGAAGTGACACCTGAAGCCCCAGCAGCAGAGCAACCAGCTGCTCCAGAATCTGTAG 
AAGCTCCAGTAGAAGTTGAGACCAAGGATATTGTGGTTGAGGAAACCAAGGTTG GACAGAGGAGCCAGC 
AGCGGAGAAGCCAGCAGAAGAGACTCAAGAAGTGAAAGCAGAACCTGTTGCGA GAAGAGACCAAAGAA 
GAGACTGTTGAAGCCACTGAAGTAGCAGCAGCCCCAGCTGAGGTAGAGAAACCAGTTG GGAAGAGAAGC 
CAGCTGAAGCAGCAGTGGAGCCTAGCACTGAAGTCCCAGTTGAGAAGATTGATGA A AGCTTTATGAA 
TGAAGTGATACTAGAAGAGGGGATCGTTTAGCTTTGGCCCTTTTGGGTGTCTTT AATTTAGGTTGCATT 
ATTTCAAGGTTGGGAATGCTATTTAGTTCTATTTCTCTAGTTAAATTATGTTATGATTCAGTTAAGGCT 
TTGGATGGGTTTGAAATCTCGAAGGTAGACAACGTAAGTAATTGGAGCCATGTCAGCATTCTTCCATATA 
CCTTGTATATGAAATGGTCCATATATGGAGGAAACTCTGAAGTTTATACATGGAGGATTTAAGTGTGCA 
AGGTGGGGGGTGTGGATGTTGGTTCCAAAAGGGTCAGACGAGTTTGATATGG 
 
>0271-94(5-31-06)_004 
TTTACTTTCATGCTATTTTTTCAGTTCACACGATCGGGTTTATTGAACTTGTAGATGAATTATGTTCGA 
GTTGTGGAGATGAGCGAATTATTGTGTTCACCACCAATCATAAGGAGAAACTT TC TGCTTTGTTGCG 
CCCAGGCCGCGTTGACGTGCATGTGCACATGTCATATTTAACCATGGATGGGTTCAA CAGTTGGTTTCT 
ATTCATCTTGGTATCAATGGTGACCACCAACTATATGGACCAATTGAAAAGTTTGTTGGAGAATGTAGAG 
GTTACCCCAGCTGAAATCGCAGAGGAACTTTTAAAGAGTGATGATACTAATGTTGTTCTCAGAGGGCTTG 
200 
 
 
TCAAATTTCTCAAGCAAAAATTGCTTCCGAAAGCAAAGGCTGCAGAGTTGAAGGAACTTTTGAAGAGTGA 
TGATGATACAGATGTTGATGTTGAAGGATTTGTGAAATTTCTCAAGCAGAAAA ACTTAAGAATGCAAAG 
GCTGCAGAGGCAGAGCAACTTTTTAAGAGTGATCATACTGATGGTGTTAATGT GAAGGACTTGCAAAGG 
CTCCAGTGGTGAAGTGTATAAATCCAAACGAATCTTAACTGATGGGTAATTTCAAAAGAGATGGTTCGTG 
TTCTCAAGGATGGGTTCAGGTTGTTGGCTTCTAAATATCTTAGTATCAATGGT CCACCAACTATATAG 
AAAGATTGAAGGATTGTTGGAGAATTCAAAGGCTACCCCAGCTGAAATTTGTG GGAACTTTTGAAGGAT 
GCTGATGATCCCGATGTTGCTCTTCAAGGAGTTCTGAGATTTCTTGAGCAAAACTTGAGAATGCAATAAG 
CATGTGATGAGTTTTATAGATTTATGGGGT 
 
>0272-94(5-31-06)_006 
ACTCTGATAATCAGCTAATTGATTTGATGGAGTCTGAGAAGGAGGTTGTGGAGTTGAACAGAAACCTCTA 
TCCGAATATTGAGCCGTATAGTACTGGCTTTTTGAAGGTTTCTGACATTCACAATCTATTGGGAGCAA 
TCTGGAAACCCCAGTGGGCATCCAGTTGTCTTTCTTCATGGGGGCCCAGGAGGAG A CCTCGCCGAGTA 
ATCGAAAATTCTTTGATCCTGAGTTTTACCGGATCATTCTATTTGATCAGAGAG TTCAGGACAAAGTAC 
ACCTCATGCTTGCTTGGAAGAAAACACAACACAACACCTCATTGATGATATTGAA AGCTAAGAGAACAC 
TTGGAAATTCCTGAATGGCAGGTGTTTGGTGGGTCATGGGGAAGTACACTAGCTCT GCGTACAGCCAAG 
CACACCCTAACAAGGTCACTGGCATTGTCCTTAGAGGGATCTTTCTTGTACGAAAGAAAGAGATTGATTG 
GTTTTATGAGGGTGGTGCTGCTGCCATATACCCTGATGCTTGGGAGCCATTTAGAGA CTCATTCCAGAA 
AATGAAAGGGAAAGCTTCATTCATGCCTACAAAAAGAGATTAAACTCTGATGA TGGAAACACAATATG 
CAGCTGCTAGAGCTTGGACCAAATGGGAAATGATGACAGCCCATCTTCTCCAAA GAAGAGACCATCAA 
GAGAGGTGATGATGATAAATTTTCATTGGCATTTGCAAGAATCGAAAATCATTACTTCGTGAACCGGGGT 
TTCTTTCCTTCAGATTCATTCCTGTTAGATAATGTTGATAAGATAAGGCATATTAACACTACTATTGTAC 
AGGGAAGATATGATGTTTGCTGTCCAATGATGTCAGCATGGG 
 
>0275-94(5-31-06)_012 
GGTGGATGGAACTTACAGGGAGGGATCTGAACTTCACAGTCCCACCTGAAGCAAGTGAATTTTGTTCATG 
GAGGAACCTTCCTAGCACTGAATTTGAGCTTGAGAGGCCCCTTCCCCCATTAAAG CAAATTCGCATCCC 
CATCCGAAAAAATTGCTTAATGGTTCTGGTTTGAATCTGGCAACTCGGCCAGCA TCCTTGGAAATGGTA 
GCGGGATGGACCTCTCACCTGCTTGCAACAAGAGGAAGAAGGATTTGTTTCACATGGTAATGATGACGA 
TTGTTTTTTACAAATGAATCAACAAAATGATAGAGTTCAGGATACCGAAATTCACTCAGTTGAACCGCCC 
TGGTTAAATGAATTTAGTGGGGTAATGAGGAATATATATGGACCTGTCACGCTG AAAAACCATCTATG 
AGGATGACCAAGGATACTTAATAATCATCAGTTTGCCTTTTGCTGACCTTAAAAGGTGAAAGTTACTTG 
GTGGAATAATCTCACACATGGTGTTGTGAAGATATCATCTATAAGCACAGCGTGCATGCCTTTTATCAAG 
AGAAGTGAAAGAACTTTCAAGCTCACTGATCCATCTCCAGAACATTGCCCTCCTGG GAGTTTGTGAGGG 
AAATCCCACTACCCACCCGGATCCCAGATGATGCCAAGCTAGAAGCATATGTGATGAAACAGGAACTGT 
TCTTGAGATCATGGTGCCAAAGCATCGTGTGGGACCAGAAGAACATGAAGTTC TGTTTGCCTTCGTCCT 
CACCTTGGAGCAAATGAGCTTTTACTATCATGAATGAGGCTTTTATTGGAGAAACTTAAGGGTAGCTGTA 
TTGTCATTTTGTCATTACTTTGTATGAGAGAGAGAATTTTTTATACTTACGAA 
 
>0276-94(5-31-06)_014 
TTGAGCTTTAGTCGGTATGCTCCATCCCCAGACCCATCTTTGAGTATCAAATTCTATGAGCGAACTCCAG 
ATCAACAAGCAACATTGGGATATTCTGTTGACCCTTCACAGTCGGGAGATCATC TGAGGGAACATCAAT 
GGAGCAAATAAGTGGTGCTTCTGATGAAGTAAGAAGAGAGCCACATGGATCCGTTGGAGCAACAGCTGCT 
CATCGGGCTATTGCTCAGAGTAATACTGCAGAGATTGTGGATACTGTATTTCGATACACTGCACCAGAAG 
AGGTGATGACTTTCCCATCAACCTGTGGAACTTGTGGCATCGCGTGTGAGACTC ATGTTTGTTACTAA 
AATTCCCTACTTCCAAGAAGTAATCGTCATGGCATCCACTTGTGATGCCTGGT ACCGCAATTCTGAG 
TTAAAGCCTGGTGGGCGAGTTCCTGAAAAAGGGAAGAGAATTTCTCTCACTGTGAGGAACAATAAAGATC 
TTAGTCGTGATGTAATAAAGTCAGATACTGCAGGTGTGAAGGTCCCAGAGCTTGACTTGGAGTTGGCTAG 
TGGCACTTTAGGGGGAGTTGTTACAACTGTTGAGGGTTTGATTACAAAAATT GTGAAAGTTTAGAGAGA 
GTGCATGGATTTACTTTTGGCGATAGTCTAGATAATCATAAAAGAAGCAAAT GG GACTTCAAAGCAA 
GGCTAGATAAGTTGAGGAATATGAGAGGTCGTGGGAGCAGAACGAGGAATTGGGTCTAAATGATATTGAT 
ACCTCATCGGCTGATGGCGCATATCACTCAACTGATACAACAATGCAAGTAAA CAGAAGTATAAATTT 
CTCTGCTTTCATGGTTTACC 
 
>0278-94(5-31-06)_001 
AAGGAGGTGGCAGGGAATTCCAGTTATATGACTCGGGTGTATTCACAGGAAGAT TGGGACAGCACTGGA 
CCATGGAGTTGCTGCTGTTGGGTATGGCACAGACAATGGTGTTGATTACTGGA TG AGAAACTCATGG 
201 
 
 
GGTGCAAGCTGGGGAGAGGCAGGTTATATTAGGATGGAGCGCAATTTGGTTGGCAAAGCAACTGGCAAAT 
GTGGAATAGCAATGGAGGCCTCCTACCCTATCAAGAAAGGTCAAAATCCTCCCAA C AGGCCCATCTCC 
ACCGTCTCCAGTAGTGCCCCCAACTGTCTGTGACAACTATTACTCCTGTCCTGAGAGCAATACCTGCTGC 
TGTCTTTATGAGTATGGAAGATCTTGCTTTGCATGGGGATGCTGTCCACTTGAGTC GCCACCTGCTGCG 
ATGACTATTATTCTTGCTGCCCACAGGAATATCCCGTCTGCAATCTTAAAGAAGGCACCTGCTTGACGAG 
CAAGAACAACCCATTCGGAGTGAAGGCATTGAGGCGAACTCCTGCTAAACCTTATTGGGCAATTGGAAGT 
GACAGCAAGAGCAGCAGTGCTTAAGCAAATCTTCAATCTGGTGGATGACATG T A AAGGAGTATGAAA 
GAATCATAGCAGCGATTGATGTTCTCCTTTGTGTTATTCTACCCACATTTCCGTTAAGATACAGATT 
GATGCTCTGTTGAAGATTATTTAGATACTGATTATGTATATAGTACTTTATTTGT TCTGCTGCATTTGA 
AAAACCGACAGACATTTTATCTGTTTCCAAAAGACACCTG 
 
>0280-94(5-31-06)_005 
TTTATTAAACCCTCCCCCAACCATATTCCTTTAACATCTCTTATAAATAACCCTCGTCTTTCTTTTTT 
ACCTCATACATTTCAAAAAACAAAAAGGAAGAGAAAAATGGTTGAGGGTTCTTTTATCGTTGTCTCCT 
AGTTTTCAATTGTACTCTGATGTCGTCGCCGCTAAGGGTGGCGGAGATTTTACAAGCTCGGCTCTTTTG 
AGGTGCTGGAAAATGAAATAAGCTTCATACCCGAGATTTCGGATGAGAATGAGA GAAGCAGCCGAAACT 
TGAAGATGAAGAAGAGAAAGAACACGTAGAAGAAGAAGAAGAAGAAGAAGAAGAGGAGGAGGAGGAAGAG 
TTCTCGTTTTCGTGTACGAATCCTGATGGGTCGCCGATATCGGCGGACGATTTTTCGTTAACGGTCAGA 
TCCGGCCGATATTTCCGATATTTAACCGAGATCTTTTGTTCGGTGGCGGTTA ATGGAGATTTGAATTC 
TAAGGTCGATTCTTTGAGTCTCCGGTCACCGTTGAGGAAGCTGTTTGTGGAGTCGGCGTCGGAATCGGCG 
TCGGAATCTGACGAGCTTGAAAGAATCCCGACCGACACGTACTGCGAGTGGTCCGGC CCGCCGCCGGGG 
GAGCAAAGGCGGTGGAGGCATCGCCGGAGATTTGCAAGAAGAGTAACTCTACTGGGT CTCGAAGCTATG 
GAGGTTCAGAGATTTGGTTCATCGAAGCAACAGCGATGGCAAAGACGCGTTCGTTTT CTCAACCATTCT 
TCTTCGTCGGCTGCAAACGACAAGTCGCGTAACGAAACGGCTAAGAAAAACC GAAAGTCCAGCAAA 
ACGACGAGAAGCCGCCCGTTGTGGTGGCGGTGAAGGAAGCAAAAAGCAAAAGCAA GGGAAAGTGAAAA 
CGGCG 
 
>0282-94(5-31-06)_009 
GCTCCCAAGGACCTGCATTGTCCTAATTTCTCTTCTCTGCTCATTTTCTCGACT G TAGAGCAATGCTC 
AACCTCACTCTTCCTGGTCAACATCCCAACCCCGAAGCTGTTGTCCAGGAAGTTCAC GGAAGGTAAATG 
CTTCTATAGCAAGAAGGGAAATGCTACAAGTCTCTCAGAAAGACGAGGCCACAT TAACAGGAAACCC 
CATAGATGACTGTTGGAAATGTGACCCAAATTGGCCCAACAACAGACAGAGACT CAGATTGTGCAATT 
GGGTTTGGCCAATATGCTGTCGGTGGCAAGAATGGTGAATTCTACCTTGTCA GACGACTCAGACGATG 
ATGCTGTGAACCCTAAGCCAGGCACGCTAAGATATGCAGTGATTCAGACTGAGCCT TATGGATTGTGTT 
TCCCAGAAACATGCTCATTAAGCTGTCTCAGGAGCTCATCTTTAATAGCTAC AGACTCTCGATGGGCGA 
GGGGCTAATGTGCACATTGTGGGTGGTGGGTGCATTACTCTCCAGTTTATAAGCA GTCATTATACACA 
ACATTCATATCCACCATTGTCATCCATCAGGTGACACTAATGTGCGGTCGACC A CCCACTACGGTTA 
CCGCACAAAATCGGACGGTGATGGGATCTCGATCTTTGGATCTAAAGACATT GATAGATCACTGTTCC 
CTATCACACTGCAAAGATGGGCTGATTGATGCAATTATGGGGTCCACAGGGT CAATATCAAACAATT 
ATTTCTCGCATCACAATGAGGTGATGCTGTTGGGCCACAGCGATGACTATTTG C GACTCAGGAATGCA 
AGTGACCATAGCATTCAATCACTTTGGTGAACAATTGGTGCAGAGAATGCCAAG TGTAGACGTGGCTAC 
ATCCATGTGGTTAACAATGATTACACTCAG 
 
>0283-94(5-31-06)_011 
CTCGGGAAAATCATGGTGAAAGGTCCAGGTCTTTACTTCGATATCGGCAAGAAAGCCAGAGATCTTCTCT 
ACAAAGATTATCAGAGCGACCACAAGTTCACCGTCACTACCTACACTTCCACTGGAGTTGCAATCACTTC 
AACTGGAATTAAGAAAGGTGAGCTGTTTTTGGCCGATGTGAGCACTCAGCTGAAGAACAAGAACATCACG 
ACTGACATTAAAGTCGATACCAACTCTAATCTTCTCACAACGGTTACTGTTGA AACCTGCACCTGGAC 
TCAAGACTATCTTTAGCTTTATTGTTCCTGACCAGAGGTCTGGTAAGGTAGAC CCAATACCAGCATGA 
ATATGCTGGAATTAGCACCAGCATTGGATTGACTGCTAATCCAATTGTGAACTTTTCTGGTGTCATTGGA 
AACAATGTTGTTTCCCTTGGGACTGATCTTGCATTTGACACTGCCTCTGGGAACTTCAACAAATTGAATG 
CTGGGTTGAGTTACACCCAATCTGACCTCATTGCTTCCCTGACAGTGAATGATA GGTGATACCCTTAA 
TGCTTCATACTACCACATAGTAAGCCCATTGACCAGCACAGCTGTCGGTGCGGAGCTGTCACATAGCTTT 
TCAAGCAATGAAAACACTCTCACAATTGGCACACAGCATGCACTTGACCCCTT A TCAGTGAAGGCCA 
GAGTGAACAACTATGGAAGGGCCAGTGCTCTCATCCAGCATGAGTGGCGCCCAAAAT TTGTTCACTAT 
CTC 
 
202 
 
 
>0284-94(5-31-06)_013 
CCCAATCACAATCCCAAATCACAAATCGCACTTCACACTTTCCAAACAGTTCG T ATCAAATATCTCAA 
AGATCCACACATCAAAGCAAAGCAAAAAAAGCTAAGCTTTGCGAAAATGGCGAACTTTCACGGACACCGA 
ATCGGGAATGTGTTGAGGTTCAGACTATTAGCCTCCGCCATTCTTCTCTCTCTTTCTCTTTTCCTCACTC 
TCTCTTTTTTCTTCACTTCTCACTCCCACGCTTCCCACTTCCACCACCTCGGATTCAAGTCTGGTTCGCG 
TAGATTTGGAAGTACCAGAAGAGCAGTATTAGCGTTGAAATCGGATCCTCTCAAGCCTCGGTTAGATCAG 
ATCAGAAAGCAAGCTGAAGATCATCGATCTCTGGCTTTGGCATACGCGCACTAT T GAAAGCTCAAGC 
TTGAAAACACGAAGCTCGTCAGGAACTTCACAGATCTGTCAAGGAACTACAGCGATCTTCTTGCGAAACA 
ATCTTATCATGCTTTGTTCGAAACCGATGCGGCCTCCATTGATGAATCGGTG T CGGCAATTCGAGAAG 
GAAGTGAAGGAGAGGATCAGAGCGACGAGACAAGCGATTGCGGACGCGAAGGA TCTTTTGATAATCAAT 
TGAAGATCCAGAAGTTGAAGGACACGATTTTCGGATTGAATGAGCAGTTAAAAGGCGAAGAAGCAAGG 
AGCTTTCTCGAGCTTGATTGCCGCGAAATCGATCCCAAAAAGCTTGCATTGCCTTGCAATGCGATTGATG 
CAAGAGCGGATTGCGCATTCAGAGAATTATTCGGATGAAGGGAAGGAGACTCC CCGGAGTTTGAGGATC 
CGAATCTTTACCATTACGCTATTTTCTCCGATAA 
 
>0285-94(5-31-06)_015 
TTTGACACTCATGATGCTGCAGTGACATGTGCGAAAAGCATTAACAATGCTG ATTGGGTGAAGGAGACA 
ACAAGGCCAAAGTTAGGGCCAGATTGTCAAGACCACTTCAGAGAGGTAAAGAA CATGTTAGTCGTGG 
AGATTTCCGATCTGGGCGTGGGTCTGGACGAATTGTCAGAAGTTCATGGGGTCGTCCAGCGCCACGTAGT 
CTCCCTATTCGTGGAGTAAGAGGAATTGGAAGTCGCATCCCACCAGTCAGTTGA AGACCTGGTGGAT 
TGAGAGATAGAAGGCCTGTTATGTCCATGCCAACAAGAGGCAGGCCCTTGCCTCCTCCGGCTAGGTCCTA 
TGAGAGGAGAGCACCTGTTCCTTCATACCCGAAGAGTAGCTTGAAAAGGGAT C TCGACGTGATGAG 
CTTCCTCCTCCAAGGAGTAGAGCTCCCGCAGATTACGTCCCTAGGGCTGTCCCAGAGAGACGCCAATCAT 
ACAGAGATGACTACTCTTCCCGTGCTCCTGGGTACTCTGATCTTCCTAGAAGTACATCCCGTCCAGCAGC 
AAGAAGAGCTTATGTGGATGATGGCTATGGCCAAAGGTTTGAAAGACCTCCCC TC TCCTCCAAGTTAT 
CGTGAGGGACGCCCTCGTGACTATGACTCCATTTCTGGGTCAAAACGTCCATATG TGCACTGGATGATG 
TTCCCCCGCGTTATGCTGATTCGGGAGTCCGCCAATCTAGGGCTCGTTTAGACTATGAATATGGTGGTAG 
TGCTTCTCAATATGGGGATGCTTATGGTGACAGAGTTGGGAGATCTAATCTAGGATATAGCAGTGGCAGA 
AGTTCCATCTCC 
 
>0286-94(5-31-06)_002 
GAGCCCCAATTTCATCTGGTTGATTGGTTTTTGGTGTGTTCCCCGCTTTCCTCAGGTGGTTTAGGGATCA 
GGAATCTGAGAACTTTCAATTTTGTTCTTTTAGGGAAATGGCTATGGAGATTTG GCAAGATAGGGATGC 
TCTTCGGCGTCAAGTGATAGAGGTCAAGTATGGTTGTGATTGGGGTGGTTGT CTAACTCGTCCTCT 
GGTTCGTATGGTGTCAGCTTATGGAAAAATATTAGAAGGGGGTGGCATTCCTT TCT GGTTCATTATGT 
ATGACATTGGAGATGGTTCAAAAGTGTTGTTTTGGCTTGATTGTTGGTGTGCCTCTTCTCTCGCTGC 
CCACTATCCTGAATTATATAGGTTAAGCTGTAGCAAAGAGGCAAGTGTGGCG ATCTTATGAGGTTCTCC 
AATGGAGTCCTCCATGGGAGATTCAGTTTTGTAGGGAGGTGCACAATCGTGAT GAAGCGTTCAGGAG 
CTTCATTCATTCCATTTATAGCACTCCTGTAAGGGGATCCGAGGAGGATAAAGAT TTGGCTGCCTTTT 
AAGAGAAAGGGGTTCACGGTTAGTGCTTACTACCATCTCCTTATTGGGCATAAT AGTATTCTTTCCCTT 
GGAAAAGCATTTGGAAACAGAAGATCCCCTCTAGAGTGGCTTTTTTTGTCTGGAC GCAGCCTTAGGGAA 
ATGTTTGACTATTGACAATCTAAGGAAAAGAGAGGTTTGCATTTTGGATTGTG ATATGTGCAAGTGT 
AACAGTGAAAGTGTTAACCATCTTCTCCTTCATTGCTCGGTTGCTTC 
 
>0288-94(5-31-06)_006 
 
>0292-94(5-31-06)_014 
TTCCTTCTTGTCTTGGTGTTCAATGGATTCGAGCAACAGTGGTCCTCTTGCCG CTTCTAGACTACGGGT 
GTGTAAACTTCATCTGTGCATCCATTCCACTGCCCCTTGTCTCGCGACCATTGGAG GAGTGCTTCAGCT 
GCACAACCTTCTCGCTGCCTTTGTCTTGCGGCCATAAGTGCTAGAGCTTCCTCGGTGTACTCGTCATCTC 
AGCGTCTTGTGGGCTAGATCGTCGACATCACTCCGCTATCTCATAAGATCTGAGAACTCCTGCCGCTTC 
TTGCTTCATCTTGACATTCGTTGTCTCCACGTTGCAGCTGTTGGCGCTGGAATTAAGAAAGAGCCACA 
CATCAGATTCAAGCACCAATTGTCATCTCTTGGAGGCGATATTGCAGCGAGATTTCT CTTCATCCCTGA 
TAAGTCACACGATCACGAAATAGTGTAAAAAATAATCAATTTGTATTTGTATATATGTGAATACAATCCT 
CTGTATGAATCTTTACAATGAAAGAGTACAATAAATTCCTCTGATTCGATCTCCAAGAAACGTTACGATC 
CGAAGAGGCTATGAAGCTTGATTTTGAATCGTGCTTTGATGTCTCCAAGTTG TGAATAGTTGAATGTG 
CTTGATTTGATGTGTGAGGGCCGTTGGCTTGATCTCGAACTAGATTAAAGGAGAATCCCCACTTTGATTT 
203 
 
 
GAAGAAGTAGGAATAGGCCTTGATGAACAATGGAATTCTTGTGAACTTTAGAGG GACTCTCTCTTTTGG 
CAGAGTGTCAGTAGTGTTTTTTTCTCTAAGCGTTCTCCCCTTTCTCTTATGAGAA CCCCTATTTATAGG 
CAACTCAATGGTATTTAATTTGGGAATTTTCTCTCAGCATTTATTGAGAGTT  
 
>0294-94(5-31-06)_001 
ATGCTTTTGCATTTTGGGACTGGGTTGGTGGCCGCTATAGTGTTTGCAGTGCTGTTG AGTTTTGCCATT 
ATCTCTCCAATACGGTTTCTCAGTTGTTGAGCAGTTCTTAAAGGGAGCCTCAG ATTGATCAACATTTC 
TACTCAGCACCACATGAGAAAAATATACCTGTGCTTTTAGGTTTGTTGAGTG AT GAATGTTTCATTTT 
TTGGGTATCCTGCAAGAGCCATCTTACCTTATTCCCAAGCCTTGGAGAAGTTT CTCCACACATTCAACA 
GGTTAGCATGGAAAGTAATGGCAAGGGTGTCTCAATTGATGGGGTCCCACTA TTTCGAGGCTGGTGAA 
ATTGACTTTGGTGAGCCAGGAACAAACGGTCAGCACAGCTTCTACCAATTAATTCACCAGGGACGTGTTA 
TTCCTTGTGATTTTATTGGTGTTGTGAAGAGTCAGCAACCTGTCTACCTGAAGGTGAGGTGGTGAGTAA 
TCACGATGAGCTCATGTCTAACTTTTTTGCACAGCCAGATGCCCTTGCATAT GGA GACCCCAGAGCAG 
TTGCACAAGGAGAATGTTGCACCACATCTCATTCCTCATAAAACGTTCTCTGG AA CGGCCCTCTCTCA 
GCCTTCTGCTTCCATCATTAAATGCTTACAATATTGGACAGTTGTTGGCCATATATGAACACAGAATTGC 
TGTGGAAGGTTTTGTATGGGGAATCAATTCTTTTGACCAGTGGGGAGTTGAGTTAGGGAAGTCACTGGCT 
ACTCAAGTCAGAAAGCAACTTCATGCATCTCGTACAAAAGGCGAACCAGTGGAGGGCTTTAATTTTAGCA 
CTGCAACATTGTTAACAAGATATTTAGAGGCAACTGCAGATATCCCTGCTGA C TCCTACCCTTCTACC 
AAGGATATAATTTTGTTTGCCGAAACTTTTGGGC 
 
>0295-94(5-31-06)_003 
AACCAAAATCCTCAATTGTTTCTCCTCTCATTTCAAGTGCTTTCCTAAACCCTTTTGTTTCATCTCAAA 
CTTGTTTATTACTTAGTTTCTAAAATGGAAGAGATTGAGGTTCCACCATATTTTCTCTGCCCCATCTCTC 
TAGAAATCATGAAAGACCCAGTTATAGTCCCAACGGGCATAACCTACGACCGTGAAAGCATAGAGAAATG 
GTTGTTTGCAGGGAAAAAGAATACATGTCCAGTCACAAAACAAGAGCTTTCAGCTGATTGTGACTTAACG 
CCAAACCACACTCTTAGGCGCTTGATCCAATCATGGTGTACCATGAATGCTTCCTATGGAATCGAAAGGA 
TTCCAACACCGAAGCCTCCAATGAACAAGACCCAGATAGCAAAGCTCATCAAAG CGCCAAATCTCCACA 
GTTGAAGATAGAGTGTTTACAAAAGCTGCGCTCTATAGCTTCAGAAAGTGAAACCAATAAGCGCGTCATG 
GAGGCTGCTGGTGCGGTTGAGTTCTTAGCTTCAATTGTTATGACTATCAATACATTGGAACAAGTTTCTG 
ATGATGGGGTTGAAGTCCTTACAAGAGCAATCAGTGAAGCACTAGGTATGCTC CAATCTCCATGTCTC 
TGAAACTGGGCTTAAGAGTCTTATTGGTAAAAATGGTGAATTTATTGAAACTTGCTACGGGTCATGCAA 
AATGGGAACTACGAGTCTCGTGCTTATGCGGTTTTGTTATTGAAATCAATGATTGAAGTGGCTGAACCAT 
TGAGAATGATTTCTCTAAGAACCGAGTTCTTTATCGAATTAGTCCAAGGCTTGAAAGACCAGATTTCTCA 
GCAAGCCTCAAAAGCTGTTCTACAATTACTGGTCCAGCTTTG 
 
>0296-94(5-31-06)_005 
CAAGAGCTTAAAGAAGATCAAAGGACTGCGATACCAGATGGAATCTCACATT GCAGAAGATGCAGACTA 
GGATTAAAGCAGTAGAAAAGACTGTTATGGAAAGGCTTGCAACACAAGAAAGCAT CACCAACATCAA 
AGTAGAAGATGTAATGAAAGAGACTGAAGACTTCAAACCAAAAGGCAAATTGCCTCAGGAGAGAGGCCTG 
GAATCACAGAGGACTAAACCTGAAAATGGGATTTTGATGAAAGATATTCCACTTGATCAAGTCTCAGATA 
CTTCATTCTATGGGAGAAGCAAGATAGATAGTGGTAGAGCTGATGATGAGATGCTT ATTATGGGAAAC 
TGCAGAGCAAGAGTGCGGCCAGGGTCCAATGGTCAATGAGACACAAAAGCAGGCATCTGCACCAGTAGAA 
GATGTTAATGCATGCCACAGGCTTGAAGATGGGGAGAAGAGTCAGGATCCCCCTTCAGAATTAGAGATTG 
AGAAGGAGTTGGGCATTGACAAGCTAGAGGTATCTGCAAGTGTTAGACAGCCA ATCAAGATGTCAACAA 
GGGAAAGTTCCTGGAGAGACTTGCTTCAGATGCTCAGAAATTGACGAGTCTTC AA AACTTTACAAGAT 
CTGAAAAAGAGAGTGGAGATGAACAAGAGAAGCAAGAAGGCCAGTGACATTGAATATGAAACAATCAAAA 
GACAGTTACAGGAAGTTGAGGAGGCTATTTTGCAGCTGGTGGATGTCAATGATAAATTGACAAAAGATAT 
TGAGGATAGCCCATCATCTTTGGATGGAAGACCTTCAGTAGAGCTGGAGGAG CT AATGTCCGCAGA 
AAGAGAGCAACAGAACAGGCAACTAAAGGGTCCGAAAAAAATTGGACGTTTCA GATTTACAAAAC 
ATTGAGTATG 
 
>0297-94(5-31-06)_007 
TGAAAAAAAAGAAGAAGAAGGGAAAGGACCAAATATACAAAGGAAAGGAAAGA GAAAGGAAACGA 
GAGAAAGAGAGAGAAGAAAAATCAAAAGAAAGATGTATGTGAAGGCGGTGCACCCA GGATCTGAACCG 
GAACACAGAATGGTTCACGTACCCGGGCGTGTGGACCACCTACATTCTCATCCTCTTCTTCTCGTGGCTC 
ATCGTTCTCTCCGTTCTCAATTGCTCGCCTGGCTTGGCTTGGACCATAGTCCACCTCTCTCATTTTCTCG 
TTACTTATCACTTCTTTCATTGGAAGAAGGGAACACCATTTGCCGATGACCA GTATCTACAACAGGTT 
204 
 
 
GACCTGGTGGGAGCAGATAGACAGTGGCAAGCAGCTCACTCGCAACAGAAAGTTTTTG CTGTGGTGCCT 
GTTGTGCTGTATTTGATAGCCTCACACACGACGGACTATCAGCACCCTATGT TCTTCAACACGTTAG 
CAGTTTTTGTGCTGGTGGTTGCAAAGTTCCCGCACATGCACAAGGTCCGTATATTTGGAATCAATGCTGA 
TCAATGAACTGTGAAGAAATTCAAGTTTGGTTTATCCCAGTTCCTAGGCTGTCA TTTGATATTCCAAT 
TGATATCCCTGTACAGACGTTAAAACTGGAAAGGGTGTAATATTTTTCCTGAG AAAATTTTACATA 
TATTGCTTTTCATTATATTTTCAAGAGAAATACTTTCGTTGTATTTTCTCTATG ACCTGCTAATATTGG 
TGAACTCTCGTGCGATGCTATTCTAGTCCATTGTCACCTGGCGCAAATGGATTT A TTTATTTCATGTA 
AAATGAAAAGAAAAAAAAAAAATTGTAAAGATTGCTTTTGCTT 
 
>0298-94(5-31-06)_009 
GAATTCTTAAGCACAAATGGCTATCTATTCATATTCTAAGATCTCCTTTCTGGC TATTTTCTGTGTCT 
CTCTTTGCATGTGCTCTAGCTCATGATTTTTCGATTGTGGGTTATTCACCGGAACACTTGACTTGCATGG 
ATAAAATCATAGAGCTGTTTGAATCATGGATGTCAAAACATGGCAAAACTTC GGAGCATTGAAGAGAA 
GTTGCATAGGTTTGAGATATTCAAAGACAACTTGAAACACATTGATGAGAGGA C AAGAGATTAGCAGC 
TACTGGCTTGGGTTGAATGAGTTTGCAGACTTAAGCCATGAGGAGTTTAAGAA A GTATCTAGGATTGA 
AACCTGCTTCGCCCGAAGCAAGAGGGTCCTCCAGAGACTTCAGTTATAGAGATGT GTGGATCTGCCCAT 
GTCTGTGGATTGGAGAAAGAAAGGAGCTGTTACTCCAGTCAAGAACCAAGGTT TGTGGTAGTTGTTGG 
GCATTTTCAACTGTAGCAGCTGTCGAGGGTATCAACCAGATAGTCACTGGAA T TA CTTCATTGTCCG 
AGCAACAGCTAATTGATTGTGATAGAACTTTCAATAGTGGCTGCAATGGGGG TTGATGGATTATGCATT 
CCAATTCATTGTCTCCAATGGTGGATTGAATAAGGAGGAAGACTATCCATATTTA GGATGAAGGAAGC 
TGTGAAGAGCAGAAGGAAGAAATGGAGGTAGTGAAAATTAGTGGTTATCAAGATGTGCCACAAAATGATG 
AAGAAAGTCTTTTGAAGGCACTTGCTCATCAGCCTCTCAGTGTAGCTATCGAGGC TCTGGTCAAGATTT 
CCAATTTTTATAGCGGGGGGAATATTCAA 
 
>0300-94(5-31-06)_013 
TAGAAGGGTTTTGGAAAAGGAAAATCTCTCATACAATCCTACTGTGGATTATAGCA ACAGCCCACCAGT 
TTCTCATCAAGTTACCCCTTAAATGGGCGAGAGGAAAAAGGGGTGCCTTCTG CAATGGATAGGGAGA 
GATACGAAATAAAAAATTCTTATGGCGATTCTACTATTCCAAAGACATACTCCTCTTATCCCCAAAACTT 
AGTTGATACAGAAGAGAAAGTGCAAAAAGTGTCACCACCTCGCAGAAAAGTTCT GGAAGAAAAATCA 
GAGAAGCTGGGGAATTGGCTGAGAAAAGATTCTAGTGGATCGGATATTTCCACCACAAGCACCAAGCAGC 
AAAATACAGGCAATTACAACACAAATAATGTTGGGTCCCGGCAATATGAACCT AA CTCCACCTGATGG 
AAATATTAATGCTATACTTGAGGAAGAAGAGGCCTTGATTGCTGCTCATAGAA AGAAATTGAGGACACA 
ATGGAGATTGTCCGTGAAGAAATGAAGCTGCTGGCAGAAGTGGACCAACCAGGC G CTTATAGACAATT 
ATGTGACCCAATTGAGCTTTGTGCTTTCTCGCAAGGCAGCAGGTCTGGTTAG CT C ATCTCGCCTTGC 
AAGGTTTCAACACCGGTTGAAAGAACAGGAGATACTTAGTCGGAAAAGAGTTCCTC CTAAGGCACCTTT 
TTTGTATCTTTGAACATATCCTGTCATGTAATTTCCTTCTCTCATATTTTTGCAGTGTTCTTTTGCCAAT 
GTTGAACGGTTCTGTGTATTCAATGTATATGGACCTTCTCTGGTTATAAT 
 
>0303-94(5-31-06)_002 
AAAGTGATTAAGGGAATGTACTATTCCCTTACATTTAGTGCAGCTCGCACTT TG CAAGAGGAGAAGC 
TGAATGTGTCGGTGGCACCAGACTCTGGTGTGTTGCCAATGCAAACATTGTT GCAGTAATGGATGGGA 
CTCATATGCCTGGGCTTTCCAAGCAGATTATGATGTTGCTGATATTATAATCAT ATCCTGGTGTGGAG 
GAAGACCCAGCTTGTGGACCACTTATTGACTCTATTGCAATTAGAGCTTTGTACCCTCCTAGACCCACCA 
ACACAAACCTATTGAAGAATTATGGTTTCGAAGAAGGACCATATGTGTTCCCCAA ACATCTTGGGGTGT 
ACTTATCCCACCAAACATTGAGGATGATCACTCCCCACTACCTGGTTGGATGGTTGAATCCCTCAAAGCC 
GTCAAGTACATAGACTCGAACCATTTCTCAGTGCCCGAAGGAAAACGAGCTGT GAACTTGTAGCTGGAA 
AAGAAAGTGCCATTGCACAAATAGTCAGAACCGTTCCTGGAAAAACCTACACT CACTTTTGCTGTGGG 
AGATGCTAGCAACTCTTGTGAAGGGTCCATGATTGTTGAGGCATTTGCTGGA AGCCACAGTCAAAGTG 
CCTTATGAATCAAAGGGAAAAGGTGGGTTTAAACGTGCTGTGCTTAAGTTTGTGGC GTTTCTACTCGAA 
CACGTATAACGTTCTTCAGCACATTTTACACCATGAGGAGTGATGACTTTTCTTCACTATGTGGACCTGT 
TCTTGATGATGTGAAGCTGGTGAGCGTTCGTCACCCACGGCGTATGTACTAA G GGCTAGTGTTAAAAC 
GCATATTTAGTGGCTTGGATATGTTGGATCTCTAGTCATACTATATGAGTAA TAATTTTGTTTCTAAGG 
AAGCAATGGGTTTTTAGTGTGAGTTTAGAGCATAATT 
 
>0305-94(5-31-06)_004 
CTATCTGAGAGAGGCCACTGACACTGCTACATTTGCTCCTTCTTCCTCTAGAGAG AGAGAGAAAAGCT 
CTGCTATTTTCTTCATTCATGGAAGGACACGAAAGCTTTAGATATAATTGTTGATTCAAAAGAGAGAGAG 
205 
 
 
AGAGAGAAATACAGTCACACACAAGAGTAACCCAAAACGATGCGTCGAGCGATCTCGCTTTTGGTCCAGC 
CACGCTTCATCTTTCTCTACCTTGTGCTCTTGATTTTCCTCATCTTCGCGTTCTCCAACCCCAAAAAGAG 
TGAAGAAAAAGCAGAAGAGGTGCCTGAAATTACCCACAGAGTTTACTTCGATA GATATTGAGGAACAA 
CGTCAAGGTAGAATCGTGATCGGATTATATGGCCAAGTTGTACCTAAAACTGTTGAAAATTTTAGGGCTT 
TATGCACAGGGGAGAAAGGCAAGGGTGCCCATGGGAAAAAACTCCACTATAAAGGAACACCATTTCATCG 
TATAGTATCTGGATTTGTGATTCAAGGTGGAGATATTGTTCATGGTGATGGCAGGGGTTTTGTATCAATA 
TATGCTGGTGGCACCTTTCCTGATGAGAATTTCAAGATAAAACATTCACATG GGTGTTGTTTCCATGG 
TGAATTCAGGGCCTGATTCCAATGGCTCACAGTTTTTTATCACTACAGTCAA C GCTGGTTGGATGG 
GGAGCATGTTGTCTTTGGCAAGGTCATTCAAGGCATGGACACTGTGTTTGCAA GAAGGTGGGGCTGGA 
ACCTACAGTGGGAAGCCTAGAAAGAAGGTTGTTATTGCTGACTCTGGGGGAGATACCCAAGAGTCAATGG 
GATCAGGAAAGTTGAGTTCCTTTATACATGAACAGCAGCAAGT 
 
>0306-94(5-31-06)_006 
ATCGCCAAAATAATATAAAATAAAGCAGCTGAGCTATGGCGAAGAAGAGGAAGTCCGCAGCGACGAGCCT 
GGACGAGGTGGATCGGACCATGTACGCGTCGTTTTGCAGCGCAGCTAACTCT CT C AACTCTATACC 
CAGGCCATGAACCACCAGAAACTCTCCTTCCAAGCCGGTGAACGACAAGGCCTTGAAAAACTCTATCAAT 
GGATCCGGAGACAACAAGAAGAAGGATCTAGAGTTACAACAGTTGATATTCTCA ACGTTCAGAATGA 
GCTGGACTATTGTGGGGAGGAGCCATCAATGTCCCCTAGAGTTCCAGTGCAACATCAGTACTCTCAACCT 
GTAACAAATTTCATGAACTCTGGTTTCCCAATCTCGTCAGGCTCATCTTGCC AACAACTGCTGTGCAAG 
GAATTCGTTCTGAGCACTGTGACCAGCAATCCAAGAACTCAGTGTTCTCAAA GCTTTATCAAGCCCCGT 
TCGTCAGAGTCTTCAGCATTATCACATTACTCGGGGAGGGTATTGCCCAAATGGTGGTCTTCCCTTAGGG 
AATGGAGCCAGGAATAATGAACCCACAATTATTAATAACCAGAGCAGGGATTCTA TGCTCTGAGTCTCA 
GTTCCAACGATTCTGCCATGGACATGCACGCAGATAGTCCTGCTCATGAATTCATTTACTGATATTTTGC 
CCATTTCACTAGTCCCTTGCCATGGAGTTCAACTGTTCAAGACTATGGAAGAATTAT GTGATATGAAGC 
TCTTTTTGTTCGTTTCCCATAAGAAATGAAAGCACTGGATGGAAATGATACC TGACCTCTTAATTTACT 
TCTATTGCTGTCGTTGAA 
 
>0307-94-(6-12-06)_F05 
TGGTGCAAATCCAAGGGCTGTCGAGCAGCGCCGGAGACATCTCACGCCTCCT AT CTAAAACAAGC 
CGAGGAATCGCTCCGCTCCGAGTCGACTCGGTTGTCTCCGATTCTCAACCAG TCGACCCTTCCAACCAC 
TCTCTCGGTTATCTCTATATCCTAGAGGCTTGCACGTCTGCTTCGGTTTCGAAAGA CAAGCTGCTATGC 
TGGTTCCCTACATTGCCAGATTTATTAGTTATTGTGCTCCAGAGCAAATTCGTT GGCCCCTGAAAAGTT 
CATAGCTGTTTGTAAGAGGTTCAAGGACCAGGTCATGCTACTTGGAACACCA TGCGTGGGGTGGCTCCA 
TTGCAGGCAGCTGTACGGAAACTTCAGAATTCTTCAGAACATTTGACTACTTTGCATCCGGAGTTTCTTC 
TTCTTTGTTTATTGGCAAAGTGTTACAAAACTGGCCTGTCAATTTTGGAGGAAGATATCTTTGAAGTTGA 
TCAACCAAGGGACCTTTTTCTCTACTGTTATTATGGGGGGATGATATGCATG ACAAAAGCGTTTTCGC 
AAGGCACTGGAGCTCCTACATAATGTTGTTACCGCTCCAATGTCAAGTATAAATGCCATAGCTGTTGAAG 
CTTACAAAAAATACATATTGGTTTCTCTCATTCACAATGGACAGTTCTCTACAGTCTTCCTAAGTACAC 
TTCTTCAGCCGCTCAGAGAAATCTAAAGAACTACAGTCAGTCCTACATTGAGC G CGAATAGTTATAGC 
ACTGGGAAAATTGCAGAATTAGAGCAGTACGTCCGGACAAACGAGGAGAAGTTTGA TGACAACAATC 
TTGGACTGGTGAAGC 
 
>0309-94(5-31-06)_012 
TCTACTCCTAGGAGCAGGGATGAAAGGAGGGGCATGGCAGATGGGTTGGATA CCCAGATGAGCGTGGGC 
GGCTTGGTTCCCCTTCTACTCATAAAAATTCATCTGATTTCAGAAAGAGAGATGC AGGGAATCAAGTAC 
TGGCACAGCATTAGCCAGGATTGAAACTGGTGGTGGTTCTGGGAGAAAATTGGGTT GGATGAGTTAGAG 
CGACATGAATCTCAGAGAGATAGCCCTGTAGGTACTGGGAGAGCAAGGGAAACACCA GGAATCGTGATT 
TAGATAGAGAACGTGCTGTGGCAGAGGCAAAAGTATGGGGTGAGAATTGGAGAGA AAGAAGCGGGCAAA 
CGCAATGGGTAGCTTCGATGGTACATATGAGTAAATACACTAAAGCTCCAAGTCATTTTACATGAGTCTT 
CTAGGGAGGAAATGTTGCATTGGGAGTAATCATAAAGAAAGAGAATGTGCAGA A TCATCCTTTAAT 
TTCTTGGTTTCCATGTCCACCCAGGAAATAAAGGGGGTCTTGTATCCAACCTTGACTATTGCTTGTCTTA 
TATCATTCTTGTTGTTGAGTACAGAAACTGAACAATGCGTAATTATGTGGTAATA AAGGAATCACAGTT 
AGATGGAACAGGGGAGAGAGGGTTGCTGTTGTGATATGGGGCATTTAGATGAACCCCTCAGCATATAAT 
GTTGTCTGCAACATGTTCATCTATGTATCTAGGAATTTCAGGGAGTTTGTTACA AGAGCCATGAAGATG 
TCTAATTTTTGCCCCCCATATTATATTGTCTG 
 
>0311-94(5-31-06)_016 
206 
 
 
AAAAGAGAGAGAGAGAGATAGAGAAGATGGTTCTGACGCAGAAGCTTCACGAAG GTTCAAAGGAACGGT 
GGAGAGAATCACAGGTCCTCGCACCGTCTCCGCCTTCAAAGAGAAAGGCGTTCTCAGCGTCTCCGAGTTC 
GTCATCGCCGGCGATAACCTCGTCTCCAAATGCCCTACCTGGTCCTGGGAATCA CGAGCCAAACAAGA 
GGAAGTCATACTTGCCACCAGAGAAGCAGTTCTTAATTACTAGGAATGTCCCTTGTCTTCGAAGGGCTGC 
ATCAGTTGAAGAGGAATATGAAGCTGCAGGTGGGGAGGTTCTTCTTGATAAGA G CAATGACGGCTGG 
TTGGCAACCCATGGGAAGCCAAAGGATAAAAGCGATGAGGCAGAAAACTTGCCTT TATGGAGACTTTAG 
AAATCAGCAGCAAGAACAAGACTGTGAAGTCAATACCCTCACACTTTGGGGATCCA ATGAAGAAGATAT 
TCCTGACATGGCTGATTACGAAGAACCTGACAATATTGAAACAGATGCTGCAACACTTCCATCCACATAT 
CTTGTTGCTGAGGAACCTGATGATGACAATATTTTACGGACTCGAACCTATGATGTCAGCATCACGTATG 
ACAAATATTATCAAACTCCTCGTGTGTGGCTTACTGGGTATGATGAGTCAAG ATGCTTTTGCAACCAGA 
GCTTGTACTTGAAGATGTTAGTCAAGATCATGCACGCAAAACAGTAACCATTGAGGACCATCCGCACTTG 
CCTGGAAAGCATGCATCAGTGCATCCATGCCGACATGGGGCTG 
 
>0312-94-(6-9-06)_A01 
TTTTCAGAGAACCCTAAATCTCTGATCGAAAATTTCCAGCTGCTGCTGAGAG CTC GAGAAAAGGAAGA 
GAGATGAGCCAGAAGCCTTTGATCTACGCATTCGTGGCTCGCGGAACTGTGATCCTCTCCGAGTACACCG 
AATTCAGCGGCAATTTCAACTCCATCGCCTTCCAATGCCTCCAGAAGCTTCCTT CACCAACAACAAGTT 
CACCTACAACTGCGATGCACACACCTTCAATTACCTCGTCGATAACGGCTTCACATA TGTGTTGTTGCA 
GATGAATCAGTTGGGCGACAAGTGCCCATGGCTTTTCTGGAGCGCATCAAAG TG TTTTGTGTCAAGAT 
ACAGTGCTGGAAAGGCTGATACAGCTCAAGCCAACAGCCTTAACAAAGAGTTTG CCAAAATTGAAGGA 
ACACATGCAGTACTGTGTTGATCACCCTGAAGAGATTAGCAAGCTTGCAAAGGTCAAAGCTCAAGTATCG 
GAAGTTAAAGGTGTTATGATGGAAAATATTGAAAAGGTTTTAGATAGAGGTGA AAGATAGAGCTTCTGG 
TGGATAAGACTGAGAACCTTCATCAACAGGCACAGGACTTTCGGACCTCTGGTACAAAAATCCGAAGGAA 
AATGTGGCTGCAGAACATGAAGATCAAGCTGATTGTTTTGGGAATTCTGATAGC TTGATCCTCATCACA 
GTCCTCTCTATTTGCCACGGGTTCAACTGTGGAAAAAAATAAGCTGCTTTCTGCCAGCGGCTTCTGTCTT 
GTTTATCAAAACTTGCAATTATATATCAAGAGAAATATTATATATGTATATGTCATGACTTGGTATGTAG 
TTCAATCTAGCAACTTCCAGATACTCGG 
 
>0313-94-(6-9-06)_B01 
GGGCTATGTTTTCAAGATCATGGGAGGTTGTGACATTGCAAGGATTCCCAAGAAGCAGGGAGTGCTAAC 
TCCTGGCCGTGTCCGTCTCTTGCTTCACAGAGGAACTCCTTGCTTCCGTGGGCACGGTAGGCGCAACGGA 
GAACGGAGGAGGAAATCTGTACGTGGATGCATTGTCAGCCAAGACCTTTCTGTTCTGAACTTGGTTATTG 
TGAAGAAGGGTGAGAATGACCTTCCTGGTCTGACTGACACTGAGAAACCAAG TG GAGGTCCAAAGAG 
GGCATCTAAGATCCGTAAACTTTTCAATCTCTCAAAGGAGGATGATGTTCGAAAGTATGTCAACACCTAT 
CGTCGAACATTTACCACAAAAGCTGGGAAGGAAGTCAGTAAAGCTCCCAAGATT GAGGTTGGTCACTC 
CGTTGACTTTGCAGAGGAAGCGAGCAAGGATTGCAGATAAGAAGAAGAGAATTGCCAAGTCCAAGGCAGC 
TGCTGTTGAGTATCATAAGCTCCTTGCCTCAAGATTGAAGGAGCAAAGAGAACGTCGTAGCGAGAGCTTA 
GCCAAGAAAAGATCCAGGCTCTCTGCTGCGTCTAAACCATCTATTGTGGCTTAGGTTCATGCATCTATTG 
GGCTAGGTCGCTCTTGCTAGTCATGAAATTTTGGTTAAAAGATGAATATCTG GAAAATTTTCTGATATG 
GTTTTCCTTGTTTTGTGAAAGTACTCTATGTTTGCTTATTTCAATGGATTTTTCA CGTATTACATCTTG 
ATGGTT 
 
>0315-94-(6-9-06)_D01 
GTCTGCATGGGATCTTTCTTCTAATGAAGAGAGCTTAATAACTAGTGTGGTAT TGCCGGCATGCTAGTT 
GGAGCATATACATGGGGCATAGTATCAGATAAGCACGGAAGGAGGAAAGGATTC TTATCACAGCAACAG 
TTACTGGTGGAGCTGGTTTTCTGAGTGCTTTAGCCCCTAATTATACATCATTGATTATTCTTCGTTGTTT 
GGTTGGTCTTGGTTTGGGAGGTGGCCCCGTACTCTCATCCTGGTTTCTAGAG TC TTCCTACTCCTAGT 
AGAGGCACTTGGATGGTTATTTTTTCAGCATTTTGGACTCTTGGAACTATTCT GAGGCTTCTCTTGCAT 
GGGTATGATTACCTTCTCATTTTGTCTGCTCATGCAGTTCCTTACTATATTGG TGTCATGCCAAGGT 
TGGGTTGGAGGTGGCTACTTGCATTGTCGTCTCTCCCGTCATCACTCCTCCTCAT TTCTATAGAGTGAC 
ACCCGAGTCACCTCGGTATTTATGCCTAAAGGGTAGAACAACTGAAGCAATTGATGT TTGGAGAAAATA 
GCCAGAATAAATGGAACAGAACTCCCTTGTGGCACTCTTGTTTGTGATCACCAAATTGAGTTACAAGAAA 
AGAGTAATGATCCATCAGAAGATGCAAATTTGCTCTCACCAAGAACTGAAAATGC CCCATATGGGGAT 
AGATTCTAATATAGGGGGCATCTCGTCACTTTTTGTGCTTCTTTCACCAAATT GTTAGGTCTACCTTG 
CTTTTGTGGGTAGTATTCTTTGGGAATGCTTTTTCATATTATGG 
 
>0316-94-(6-9-06)_E01 
207 
 
 
TGCAGAACAACAACACTAGTAGTAGTACTGAACAAAACGACGTCGCTGTCAAGACTTTCTCACATTGGC 
TCGCCAGCTCATCGATCAAGGAAAACCTTCCCAGGCTCTTCAGGCGGTCATAATGGCAATGAGAACCAAA 
GGGGGTGATGAGGCTGTATTTCAGTCTCTGCATCGTGCTCGTGAACTTTATGAAATAGGCTGCAAGAAA 
ATGCTGCCGCTGATCAACTGGCTTGTTTGTTTGCTGAGTGTGCAATTGCTGAG CCAGCCTTTAAAAAT 
TGAACCATCAGTAACTACAACCAATGAGGGTGGGCCATCAATTTCTCCAGATGCTCATGGGACTTCTATT 
CTGGCAGAAAGTGGCAGAATGCAAGTGGTTCTGGATGCATTCTCAGATGGGCA CTTCATTTGTTTAC 
AATGTGGGGGTCTTGTTAGTAACCATCGCAAAGACGAGCACTATGCCTATTGTGT GCCAAACCTGATG 
CCCAGTCTACACAAATTGGAAGGATGGAGAATGATTATACAACTCAATACAATTTAATGCAGAGAAGAAC 
TGAAATTATAATAACCGAGTAGCACATCTGTTTCGGGTAGGAAGCGACAATTA TT AGGACCTGGATTT 
TGCAAGCAGGGTCTACAGGTTTGATGTGTTTTCCAGAAAAAGAATATTAAAGTGTGTGTAGAATAAAAAT 
GCATAACTTTGTGGATAGCAACAGGTCCCATATCTTGCTTTTTGAACCCATGTGT CTTGCCTTCAGTT 
TGACGGTGCTGTTGACTGTGGGTATGGCAAAACTTATGTATGTTTCTTTAAATG TGTATCTTGAGTTCT 
TCAATTAAATTAAATACAGCTTCGTTTG 
 
>0319-94-(6-9-06)_G01 
TTGGAGCCTATTCTCCGGAGAGTTGTCAGTGAAGAAGTGGAGCGTGCTTTAGCAAAATTAGGCACTGCCA 
AACTTACTGGGAGGTCTTCTCCTAAACGTATAGAAGGGCCTGATGGGAGAAACTTACGGCTGCACTTCAA 
GTCTAGGCTGTCTCTTCCTCTCTTTACTGGTGGAAAAGTTGAAGGGGAGCAGGG GCTGCAATTCATATT 
GTTTTGCTTGATGCAATCGCAGGCCATGTTGTCACATCTGGTCCAGAATCTGCTGTGAAGCTAGATGTTA 
TTGTGCTTGAAGGCGATTTCAATAATGAGGATGATGAAAACTGGAGTCAAGAAGAATTTGATAGCCATGT 
GGTGAAAGAGCGTGAAGGAAAGAGGCCCCTGCTGACTGGGGATTTGCAAGTAACACT AAGGAAGGTGTG 
GGAACACTAGGCGATCTAACCTTTACTGACAACTCAAGCTGGATAAGGAGCAGGAA TTCAGGCTAGGAC 
TGAAGGTTGCCTCAGGCTATTCTGAGGGCATTCGTATACGCGAAGCAAAAACAG GCCTTCACTGTTAA 
GGATCACAGAGGAGAATTATACAAGAAACATTATCCACCTGCATTAAATGACG G TTTGGAGATTGGAG 
AAAATTGGCAAAGATGGGTCATTTCACAAGAGGCTGAACAAAGCTGGAATTT CAGTTGAAGACTTTC 
TAAGGCTTGTGGTTAGAGACTCGCAGAGATTGCGGAATATTCTTGGAAGTGGCAT CAAATAAGATGTG 
GGGATGTTCTTGTTGAGCATGCAAAAACTTGTGTTTTGAGT 
 
>0323-94-(6-9-06)_C02 
GGGTCTCTCATGATGTTAATCTCTTGGGTCACAAGGATCGCTGAGGCTCCCAAGA TGACTTTGAGTTTT 
GGAAGACTTTGTTCCCGGTTGCTGTGGCACATACGATTGGGCATGTTGCGGCAACT TGAGTATGTCAAA 
GGTTGCAGTTTCATTCACCCACATCATCAAGAGTGGTGAGCCTGCTTTCAGTG ATT GTTTCAAGGTTC 
CTGTTGGGTGAGAGCTTCCCTGTGCCAGTATACCTGTCCCTTATCCCAATTATTGG GGTTGCGCACTTT 
CTGCTGCAACTGAGCTCAACTTCAACATGACTGGTTTTATGGGTGCCATGATATCAA CTTGGCATTTGT 
CTTCCGGAACATCTTCTCAAAGAAGGGCATGAAGGGGAAGTCTGTTAGTGGGAT AACTATTACGCATGT 
CTGTCTATGATGTCCCTTTTGATTCTCACACCGTTTGCTATTGCTGTAGAGGGACCACAAATGTGGGCAG 
CTGGTTGGCAAACAGCCATCTCTCAAATTGGACCCCATTTCATATGGTGGGTGGC CCCAGAGTGTGTT 
CTATCATCTCTACAACCAGGTGTCATACATGTCCCTGGACCAGATCTCTCCCTTGACGTTTAGCATTGGT 
AACACCATGAAACGTATATCTGTCATAGTCTCATCAATCATTATATTCAAAA CCAGTCCAGCCCATCA 
ATGCTCTTGGAGCTGCCATAGCTATCCTTTGGAACCTTCTTGTATTCCCAGG AA CAATGAAAAGCTT 
GGGGTTCTGCAATATAGA 
 
>0325-94-(6-14-06)_E02 
AGGTAGAAGGAAAAATAAAAATAAAGAATTGGCTTGAGAGAGACAGCAAAGAGAAAGAAAAATTGTTG 
CAAAATAGACAAGACTAGCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTCTTGCTA 
AGGACTGGTTTGGATTAGGAATCGATGGCTAGCTTTGCAGGAACAACACAGGTGTATGGCTTGTGATA 
AGACTGTGTACTTGGTTGATAAGTTAACTGCAGATAATCGAGTGTACCACAGGC TGCTTTCGATGCCA 
CCATTGCAGGGGTACCCTCAAGCTCAGCAACTACTGTTCTTTTGAAGGGGTCCTATA TGCAGGCCTCAC 
TATGATCAACTCTTCAAGCGCACTGGCAGCCTGGACAAGAGTTTTGAAGGAAC CCA AAATCCTGAGAC 
CTGAAAGACAGGTTGATGAGAATGCTAAGGCAGTCTCAAATATGTTCGGGGGCACCA AGAAAAATGTTT 
TGGTTGCAACAAGACCGTTTACCCAATCGAGAAGGTTTCGGTTAATGGGACACCAT CATAGAAGCTGC 
TTCAAATGCACCCATGGAGGTTGCACCATAAGCCCATCAAACTATATTGCACAT AAGGAAAGCTCTACT 
GCAAGCACCACCACATCCAACTCTTCAAGGAGAAAGGGAACTACAGCCAGCTTGAGAGCAACGGCGAAAA 
GAATGAAATGACTGAGGTCACTGCTCAAGAAATTGCTGCTGAATCATAATCCACTTCAACAACATCTAAT 
CATACTTAAGTAATCTCCACTCTTCCCTAATAGTTTTTATGATTGTGTCTTCT GTAAAATAAGGTCCG 
TTTTATGAACTTATGCGGGTTCTGATGTACTGTTGGGGA 
 
208 
 
 
>0326-94-(6-14-06)_F02 
TGGCAGAAATACAGGTAGCTGCTGGGATGGCAAATGCTGAGAAGTATGAAGCCAAAGCTGTGTGGCATGA 
AATATTATACCCTTCTCCTCCAGTCCGACGGATGCTAATTACTGGCTGTGGAATCCAATGTTTCCAACAG 
ATTACAGGTATTGATGCAACTGTTTATTATAGCCCTACAATCTTCAAAGATGCTGGAATTAAAGGCAATA 
CTCAGCTTCTTGCAGCAACTGTTGCTGTTGGGTTTACCAAAACTATTTTCAC GGTTGCTACGTTTCT 
CATTGACAAAGTGGGGAGAAAGCCTCTGCTTTATGTGAGCACAATTGGAATGACT C TGCTTAATTGGT 
CTAAGCCTTACTCTAACTTTCATGGGGAAAGAGAAAATTGGGATTGGATTAC A TTTAGCAGTTTGTG 
GAAATGTAGCTTTCTTCTCAGTAGGAATTGGCCCAATTTGTTGGGTAATGTC TCTGAAATTTTCCCTCT 
AAGGCTAAGAGCTCAAGCATCTGCCCTTGGGGCAGTTGGTAGTAGAGTCAGTAGTGGTGCAGTTGCTATG 
TCCTTCCTCTCAGTGTCACGTGCAATTACAGTAGGGGGAACCTTCTTTGTTT CGCTGTATTTTCAGCCT 
TTTCTGTTGCTTTTGTCCACACATGTGTTCCAGAAACAAAAGGGAAGACTTT GAGCAAATTGAAATGAT 
CTTTCAAAATGAGGGAGAATGGAATAGACAAGAGCTGGAAATGGGAGATATACAGC GTTGGTGCAAAAA 
GAATGAGGGGGTGGCATGCATGTCTGACCACTAAAGAGAGAGGTTGTAATTCTAA CATTCAACTAG 
CATGGAATTATTCAAGAAATAATATGAAATTACC 
 
>0328-94-(6-9-06)_G02 
GAAAGAGGTTTACTTGCTTGCTATGGACTGGGTATTGGAAGGAATTTCCTTGGGA CAATTGAGTTGGA 
GCCAAAAGAGGACAGCGGCCTTGCTAGCCTGGTTGATTTCAGTAGCTTGGCAGAGCAGAAGCATAGAGGA 
GGAGGACTTATGGTCGACTTGAAGCTTGGTAGAATATCTGATTTGGAAGAGAGATCT CAGCTGGGTTGA 
AGGACTTGGGGGCTTCAACAATGGTGTCATCACCTTCAGGGTCATCAAAAAGGGCTCGTGTGCTCGGTGG 
AACACAATCTGTTTCATGTTTAGTTGATGGTTGCAAGTCAGACCTCAGTAAT C GGGACTATCATCGG 
CGCCACAGGGTTTGCGAGCGCCACTCTAAGACCCCAGTTGTGATTGTAGGGG C AAGAGCAGAGGTTCT 
GCCAACAATGCAGCAGATTCCATTCTTTGGGGGAGTTTGATGAGGTCAAGAAAGCTGCAGGAAACGTCT 
TGATGGACACAACATGCGTCGAAGAAAATCTCAATCAGAATCCCTTTACCTGAGTTCTGAGAAATTTCTG 
TCCAATTATAAAAGGTACTAAAATCTTGCAATTCTGTAGTCCACACATATATGCTAGTGGAACTACTACT 
ATGAGAAGTACCTGGCCTGAAATTACCAGAAGTGAAGCAGAATCTATGATCA GTCAGCATCGAT 
TACTTATTACTGACAGAAAAAGATCTCCAAATTCCTTTTCCTTCATTTACAA GAGGAAAATAAAACTGT 
TCTCATTCTCACAGGAAAATGGCACTAAGCTAGGCACTCAAGCAGTCCCTAAA 
 
>0329-94-(6-27-06)_H03 
ATTTTACCTAGGTAACAACCCAATCTCTGCCGGATTTAAGTACGTTAACCTATTGACTTTCAAGCAAACT 
CAACGTATGCCTAACCTTGACCCTCTAGCCTACACGGTGGCAATGCAAGGGAT AATTGGCGCCAAAA 
AGCTCGACATCCCTCCGTCGGTTTTTCGACCCAACCCAAGCGGGTCGGGTCAGACCATGATTGATTCTGG 
ATCCGAATTCACTTACTTGGTGGAGGAGGCATATAATAAGGTGAGGGAGGAGATT TGAGATTGGTGGGG 
CCAAGACTAAAAAAAGGTTATGTGTATGGAGGAATGGCTGACATGTGTTTTATGGGAATGCAATTGAGA 
TCGGACGGCTGATAGGGAATATGGTGTTTGAGTTTGAAAAAGGGGTGGAGATTGTGGTGGAAAAAGAGCG 
GGTTTTAACTGACGTGGGACGTAGGGTCCACTGTATTG 
 
>0332-94-(6-9-06)_A03 
AACACCCAAGACAAACAGCGTAACACAAAAAATGTCGACTCTCATAGTACCTGCGA GATCCCCTCTGTG 
TCCGAAGACTGCGAGCAACTCCGAAAAGCCTTCGAAGGATGGGGAACAAATAGAAGTTGATTATCTCCA 
TCTTGGGTCATAGAAATGCTGCTCAAAGAAAGTTGATCCGACAAACTTATGCTG AACTTATGGAGAAGA 
TCTCCTCAAGGCATTGGATAAAGAACTCACACATGACTTTGAGAGGGCGGTGTTGCT TGGGCACTTGAG 
CCTGCTGAACGTGATGCACTTTTGGCCAATGAAGCAACAAAGAGGTGGACTTCAAG AATCAGGTTCTTA 
TGGAAATAGCCTGCACAAGATCTTCACATGATCTACTTCTGGCTAGGCAGGCTTATCATGCTCGTTATAA 
GAAGTCTCTTGAAGAAGATGTTGCATACCACACAACTGGGGACTTCCGCAAGCTTTTGGTTCCTCTTGTA 
AGTGCATACCGATATGAGGGAGATGAGGTCAATATGACTCTGGCGAAATCAGGCT AATTACTACATG 
AGAAGATTTCAAAGAAGGCTTACAACGATGAGGATCTTATCAGGATTTTGACCACT GGAGCAAAGCACA 
GATCAATGCTACTCTGAATCACTATAAAAATGAATTTAAAAATGACATTGAAAA GATCTCGAGGCTGAC 
CCTAAGGATGAGTTCCTCTCAATCCTGAGGGCCACAATTAAGTGCTTGACTGTTCTGAGGAGTATTTTG 
AGAAGGTTCTTCGTCTTGCAATCAACAAACAAGGAACAGATGAAGGAGCTCTC CTAGGGTTGTCACTAC 
AAGGGCCGA 
 
>0336-94-(6-9-06)_D03 
AACTATAGTGGACAACCTCTCGCGGGGAAACTTGGGTGCTGTAAGGGTTCTCCAAGAATTGTTTCCAGAA 
CCTGGAAGACTTCAGTTTATTTACGCTGACTTGGGTGATGCAAAAGCTGTTAATAAAATATTCTCAGAGA 
ATGCGTTTGATGCTGTTATGCATTTTGCAGCTGTAGCATATGTTGGGGAAACACCCTTTTCCCGCTTAA 
209 
 
 
GTATTATCATAATATTACATCAAATACTTTGGTAGTATTAGAGGCCATGGCGCA ATGGTGTGAAGAAA 
TTGATATATTCTAGTACATGTGCAACATATGGGGAACCTGAAAAGATGCCTTACGGAAGTAACTCCTC 
AGGCCCCCATTAATCCATATGGAAAAGCTAAAAAAATGGCAGAAGATATCATC TGGATTTTTCTAAAAA 
TTCAGACATGGCAGTCATGATCCTAAGATACTTCAATGTGATTGGGTCAGATC GGGCAGATTAGGT 
GAAGCTCCAAGACCTGAACTACGTGAACACGGACGAATCTCTGGTGCTTGTTTTGATGCAGCTAGTGGTA 
CTATGCCTGGACTGAAGGTTAAAGGAACAGACTATGATACACCTGATGGCACT CGTACGAGATTATAT 
TGATGTCACTGACCTGGTCGATGCTCATGTGAAAGCTCTTGAAAAGGCTGTGCCCAAAAAGGTTGGAATC 
TACAATGTTGGCACTGGAAAAGGTAGATCAGTAAAAGAGTTTGTGGAGGCAT TAAGCAGGCTACAGGAA 
AGCCAATCAAGGTTGATTACCTACCCCGCCGGCCTGGTGACTATGCTAAAGTG T CGACCCATCTAA 
GATCGTGCGTGAACTGAACTGGACAGCACGATATACTGATCTTAAAGAGAGTTTGC  
 
>0346-94-(6-9-06)_D04 
ATTTAATTCCATGCAATACCATACTTTTATCTATCAAAAAAGTGATATCATTT TGCCTAAGTGACTG 
ATATGCTGACTATCTCCCACTTTCTTGCAGAATGTGTTGCACTGGCACATTGTAGA ACACAGTCTTTCC 
CTTTGGAGATACCTTCATATCCAAAACTGTGGGATGGTGCATATTCAGTTTAACGATATACATTTGC 
TGATGCTGCAGAAATTGTGAGTTATGCTCAAAGACGAGGGATCAATGTATTGGGTGAAATTGATGTTCCT 
GGACATGCTCGCTCATGGGGGATTGGCTATCCTTCCCTTTGGCCGTCCAAGATTGTCCGGAGCCACTTG 
ATGTCAGCAACGAATTCACGTTTAAAGTAATAGATGGAATTCTATCAGATTTCAGCAAAATTTTCAAATT 
CAAGTTTGTTCACTTGGGAGGTGACGAGGTTAATACAAGTTGCTGGACACTGACTC CATGTAAAAAAA 
TGGTTAACTAAGCATCATATGAATGAATCTCAAGCATATCAGTACTTTGTTGCGGGCACAGAACATAG 
CTTTGTCCCATGGATATGAAATTGTTAACTGGGAAGAGACTTTTAACAATTTTGGCAATAAATTGAGCAG 
AAAGACTGTGGTGCACAACTGGCTTGGAGGTGGTGTTGCTGAAAAAGTGGTGCA C GGGTTACGGTGC 
ATTGTAAGCAACCAGGACAAATGGTATTTGGATCACTTAGATACCACATGGCAGCA TTCTATATGAATG 
AACCACTCACAGATATCACAAATCCCAATCAACAGAAATTAGTTCTTGGTGGT AGGTATGCATGTGGGG 
TGAACACATTGATGGGTCGGTCATTGAACAAACCATATGGCCACGTGCTGCA 
 
>0347-94-(6-12-06)_F06 
CTCTCTGGATCGGAGACCTCCAGTACTGGATGGACGAGACTTATCTCTACAACTGTTTCGCTCAGACCGG 
AGAGCAAGTTACTACGGTGAAAGTGATCCGCAATAAGCAAACTGGCCAATCAGAGGGTTATGGTTTTCTT 
GAGTTTGCTAATCGTGCTACGGCAGAAAGAGTACTTCAAACATACAATGGTAGCATTATGCCAAATGGTG 
GGCAGAACTTTAGACTGAACTGGGCAACTTTTAGTTCGGGCGAGAGGCGCTCT ATGATTCTCCTGACTT 
CACAATATTTGTTGGGGATCTGGCTCCTGATGTCACTGATTATATGTTACAAGA ACCTTCAGGGCCCGT 
TATCCCACAGTTAAGGGTGCAAAGGTTGTGATTGATAGGGTCACATCTCGTCAAA GGTTATGGGTTTG 
TTAGGTTTGGAGATGAAGGTGAACAAATGCGTGCTATGACAGAGATGAACGGA TT TCTGTTCAACAAG 
GCCAATGCGGATTGGGCCAGCTACAAACAAAAATACTACTGGAGGTTAGCAACCGAA GCTTCCTACCAG 
AATTCTCAAGGGAGTCAGAACGAGAGTGATCCGAATAATACAACTATATTTGTTGGCAATTTGGATCCTA 
ATGTTACAGATGACCATTTGAGACAAGTTTTCAGCCAATATGGACAACTAGC AT TAAAGATACCATC 
AGGCAAAGCGATGTGGTTTTGTTCAATTTGTCGACAGAAGCTGTGCTGAGGAAGCATTGCGG 
 
>0349-94-(6-9-06)_F04 
GGAGTGGGACACCGAGTTCGGCCATGCAAGCTTGCATTCGGTCATCGGAGCCGTAC TCCTGGATACCG 
TTGAATACACCGGTCTTGCATTTTCTCCAGCGCCTTCGCTAGTGGGTAGCTGATGGCGAAGCCGCCGCCG 
CCGTAGGCCATGCCGTACGAGAAATAAATGTTTTGCAAGTGACTCTCCGATAAG TTCCGATGTAGTAGT 
ACTGGTTGTGGTCGTACTTGCTCAAAACGCGGACCAAGTTCTCGGTGACGAAAACG TGTCGTCGTCGCC 
CATCACGAACCAGTGCACGTCTTCGAGCCCGAGACGGAGTGTCTCCGACACGATCCGCGAGATCCGAATC 
GCGGACCGGTGGCCCTGCCGGTTCGTGTACGAGAACTTCGAGGTGTCGCCGGAGAT ATCACCGGAGGAA 
GACTCAGATCCTCCTCTTCCTCCGCCTCCGCCACCTGATCTCCCTTGTTATT CG CTTATTCTTCTT 
CACCGTTTGGTCTAGCCAGACTACCCCTCGCATTTCCTCGGGCTTGAACCAGAGCTTGATATAGTTCTTC 
CTCTTCTCCCAAAACTTAGCCGAGGCGGCGATTCCGAACACAACGTTTCGTA C G GTTGTCTGGCGGC 
GAACCTCGACCGCTTGATCTTGATCTAGAATCGACTGTGGTAGTTGTGATGAGGCG AGGTGGAGGAGAC 
TTGACGGCGGGGATTAGAGAAAGGCTCGTGATCGCAGGCGCGTGAGTTAGACAAGCCTGAGCGTGTAG 
ACGACGT 
 
>0350-94-(6-9-06)_G04 
AGGTTTGGGAAAAGCTACGGGAGCGCAGAGGAGCACGATTACAGGTTCGGTTG TCAAGGCGAACCTGC 
GCAGAGCCAAGATTCACCAGAAGCTGGACCCCAGCGCTGAGCACGGTGTCAAA TCTCGGATCTCAC 
TCCGGCTGAGTTCCGGCGAAAATTTCTAGGGTTGAAGCGGCTTCGGTTGCCTGCC ATGCTCAGAAGGCT 
210 
 
 
CCTATTCTTCCAACCAACGATCTCCCCACCGACTTTGACTGGCGTGATCATGGCGCCGTCACCGGCGTCA 
AAGACCAGGGTGCTTGTGGATCGTGCTGGGCGTTTAGTACTACAGGGGCATTGGAAGGAGCTCATTTTTT 
GGAGACTGGGGAGCTAGTGAGCCTCAGTGAGCAACAGCTTGTGGATTGTGACCA A TGTGATCCTGAG 
GAATATGGTGCATGCGACTCAGGCTGCAATGGTGGGCTGATGACTTCTGCCTTTGAGTACACGCTCAAGG 
CTGGTGGACTTGAGAAAGAGAAGAATTATCCTTACACTGGAACCGATCGTGCACCT CAAATTTGACAA 
GGACAAAATTGTTGCTTCTGTAGCTAACTTCAGTGTCGTTTCGACTGATGAA AC AATTGCTGCGAAT 
TTGGTGAAGAATGGCCCTCTTGCAATTGGCATCAATGCAGTATTCATGCAGACTTACATTGGAAAAGTTT 
CGTGCCCATACGTCTGTGGGAGGCAATTGGATCATGGGGTGCTTCTAGTGGGGTATG 
 
>0352-94-(6-27-06)_H04 
GCGTATTGCTGGTGGCTTCTTGGAGTATGATGAATACGTTCCCATGATTGACAAG CTGTGGATGTGGGA 
TGTGAGAAACAAGTATCGCGTGGAGAGCCATATGCTTTCAGAGGGACACCCTCTCTGCCAACTATGGAAA 
AGAGCCCAAAAGGAATTTTCACTCGCTTCTGGGCTGCATTGGTGGCCTTCTTTG ACCCTCTTTACTCT 
AGTACATTCCAAGGCATTTCAGGTGACTAAGAGACTTCCTGACACTGTGCCTGATAATTCCTGCAACATT 
CCTGATCTGACTGTTCAGTCAAATCCCAAGGAGGATTACCGCCCCCCTTCGTGCTCCAGGGTTTACAG 
AGGCAGAACTCCTCTCATCTGCTTTGAAAAAGTTGGGTGAGCTCGAGGAGAA T CATGCTACAGGC 
AAAGCCATTTGAGATGCCTTATGAGAAAGCGGAGTTGTTGAATGCTGCTGTT TC GTGGATGCATTG 
GAAGCAGAGTTAATTGCAACAAAAAAGGCTTTGCATGAAGCTTTAATGAGGCA GAAGAACTTCTAGCAT 
ACATAGACAGACAGGAAGAAGCCAAGTTAAGGAAAAAGAAATTTCTTTGCTGG AATAAGAGATTCGTG 
CAGTGTGGTGGTATGTTGGTACTACTC 
 
>0356-94-(6-12-06)_A07 
CAGAACTGGCTTTCGTCTAATTTAAGGTTTCACTTCTGGGTGTTATCATGGA TCACCACAATCTGTTGT 
GTCACCATTCAAGAGCTCCCTCGTCGCTGAGCCTGAGAAGCAGAAATCAGACTC TTTTCCAAGGGTATT 
GAGGTCAACAGCAAGGAAACTGCAGTGTATAACATAGAGGACTTCATTGGTGT CTTGAGGTTTATGTAC 
ATCAGGCTAGGGACATCCATAACATATGCATATACCACAAGCAAGATGTTTATGCTAAGCTTTGCCTGAC 
TAGTGATCCTGAAGACACAGTCTCCACCAAAACCATCAATGGTGGTGGGAGAATCC GTGTTCAACGAC 
AATGTTCGTCTCAATGTTAGGACTGTTGATTCCTCACTCAAATGTGAGATATG GTTGAGCAGGGTGA 
GGAATTATCTGGAAGATCAGTTACTGGGGTTTGCTTTGGTTCCATTGTCCGAAGT CTTATGAAGAATGG 
CAAGTTGGAGAAAGAGTTCTCTCTATCTTCAACTGATCTGTTCCATTCCCCAG TGGGTTTGTTCAATTG 
TCTCTCTCATATAATGGAGCTTCACCAGAAGTAATGGCTATTCCTGCAATGC ATGCTTTGGCCAGGG 
ATGCAACTGTGGAGGATACAGAAATATCTGAGTCAATCCAAAGTGATTTTGATAAGATTGAATTCCCAGA 
TCCTAAGATTGCAAATGAAGACCAGTTGATGGTTTCTGAGTATTTTGCGTTAC A GTAACAGTTTGGAC 
TCTCAGAGCTCTGAGAGCTTGACCACTTCTGATACTGAAAACCAACTTAGTTCAGAAGTGGGTGGTCATG 
TTGTGGAAAGCTTCTCAACTGG 
 
>0358-94-(6-12-06)_C07 
GACTGAATGATGGCAGATAATGAGCAGGGAGAGGAAAATCCTTCACGTGGGATGAAT GGAGGTTGTGT 
CACTGACAGCATCTGCATATGCTGCTGCTCCTGGCCCAAAAGATGTTGAACTGAAGGATGATGAGAACAG 
TAATACTTATCGAGAGGGTAGTGCAGCAGAAACATCTCATGCTTTGTTCATTCTGGTCACTTTGTCTTT 
CCTCCCAATCAGCACGAAAATTTGCCATTGGAACCTGAACAAGGAGGTAAGGATGTG CATCTGAATTTG 
ATATCAATGAAGCTGGTATATCTAGTGGAAAGGATGAAGAAAACTGGTCCTTGAAAGGGTTAACTGTTCC 
AGATGAGTTCTCAGGGATACAGTTTTTTGATGAGAAGGGTAATAGGTTATCTCTCCATGGTACAGAGTTT 
GAAGAAGGCACTCCTGTCCAGGGATTAAATTTGGTTGATAAAGAGCAAAGTAT T TAGTGCTGCTACTT 
ATGGTTCCTTACACGGTGAAACAGCTTTTGGCAGTTCTACATTTGGTGAGAACATGGCTGTGCCAGGACC 
AAATGAATCTTCTGAGCAAGGCCTAGATTTTTCTCCTGATATCTCTTCATCCCCAACACCTGCGAAAGAT 
GAAAAACATGATGGATCCAACCTTCCTTGTGGAGCCTGGTGGAAGAGAAGGCTGCTTCTTTGTATACTC 
ATGCAAAAGAGGCAAATACATTTTGGTCTATCTTTATTGCAGCAGCTGTGATG GTCTTGTATTACTTGG 
GCAGCGATGGCAGCAGGAAAGGTGGCAGGCTATGCAACTTAAGTGGCA 
 
>0359-94-(6-12-06)_D07 
TATAATTTTTGCTTTGCTTATAGCTCTCAATTTTGCTTTCATTTCCAATTCCCATTTCAGCTTAGCCATG 
GATTCCTGCAGCAAATCCCTTCTTGATTCTGTTTCTCCTTTTAACTGCCTTATCT GATTTGGATGACA 
CTTTGTACTCTTCCAAAGTTGGAATTTCCGAATCACTCAAGAAAAACATCGTGATTTTCTTGTTGAGAA 
ATGTGGATTCTCAGAAAGTAAGGCTTCCACTTTCCGTGTTGAGCTTTTCAAAAAAT CGGCAGCTCCCTT 
GCTGGTTTGAGGGCATTAGGCTATGACATCGATGCCGATGATTATCACAGTTCGTACACGGAAGATTAC 
CGTACGATTTGATCAAGCCAGATTCTCAGCTACGCAACCTCTTGCGTAGCATTACT AAGAAAAATCAT 
211 
 
 
TTTCACGAATTCGGACAGGACCCACGCGGTTAAAGTGTTGGATCGTCTTGGT TAAAGGATTGCTTTGAG 
CAAATCCTATGTTTCGAGACCATGAACCCGAACCTGCCTAATTCGACCCGACCCGATGAGTTCCCCGTGC 
TTCTCAAGCCGTCGATGGACGCCATGAAAATCGCGCTTGATGTTGCGGACGTT ATCCTCGTAGAACGTT 
GTTCCTCGACGACAACGTCAAGAATGTTGCTGCTGGGAAAGCTTTGGGTCTCC AA GTTCTGGTTGGG 
AAGACAGTGAAAAGCAAAGAAGCCGATTATGCACTGGAGAATGTCAACAACTGGCT AAGTAATTCCGG 
AAATATGGGTCAACGGAATGGATGGTGGTGATCAAAGGATCAGCCGTTCCAAAAG G AATCGAGTCCAT 
TCTGGCGATCACAGCCGTTGT 
 
>0360-94-(6-12-06)_E07 
ATGGAGGCCACGCAAAATGACGAAAATGCCCTTTCACAACCACAACCGCAAC GCA CCCCAACCACAAA 
CTCTCTCGAAGAACGCTCAGAAGAAGCTGCTGAAGCAGCAGAGGTACGAAGCGAAGAAGGCGGAGAAGAA 
AGCGCAAGAGAAGCGGCAGAAGAAGGAAGACGCGGAGCGGAAGAGGAAGGAT GAGGAGACTCTGGCG 
AGCGTCACGGAGGAGGAGCGAGCGAAGCTGATAGAGTCGCGGCGGAGCTTGA AAAGAGAGGATGGAGA 
AGCGGTCGGAGGAGAAGGAGAAGAAGATGGAGAGGCTGAATAGAGCGATGCTGCG ACACAAGATCGT 
CGTCGACCTCGATTTCGCTCATCTCATGACTCCCTCTGAGATTCAAAGCCTCGTTCAACAGATTATGTAT 
TGTTATGCAGTGAATGGAAGATGTACTAGCCCTTGTCATCTCTGGTTGACTGGATG GAGGGAGAAATGG 
GAAGCCAATTGAAAAGACTCCCAGGGTTTGATAATTGGATAATTGAGAAAGAAAATCGACCATATATTGA 
AGCATTGCAAGAGCAAAAGGAAAATCTGGTATATCTCACAGCAGATGCAGAACTGTTCTGGAGGAACTT 
GATTTGAAGAAAATATATATTGTTGGTGGATTAGTGGACCGTAATAGGTGGAAG ATTACCATGAAGA 
AAGCAAAAGAGCAAGGAATCCAAACGGCGAAGCTCCCAATTGGGAATTACTTGAAGA GTCAAGTTCCCA 
GGTCCTTACTGTGAACCAAGTGATAGAGATACTCCTCAAGTTTATTGAAACAA  
 
>0361-94-(6-12-06)_F07 
TTTGACTGTTGGAGATCATTATGACATCCAGGTTAATATCCACACTGACACCTTG ATGAATCGGGATTT 
GTGGAACATACTATTGCTTCATTTAAAGGAAGAACTATTCATGCCTATCACAGTGAAGGTGCTGGTGGTG 
GTCATGCTCCAGATATCATCAAAGTGTGTGGTGTGAAACATGTCCTGCCATCAT T CAAACCCCACACG 
GCCTTATACTTCCAACACTATAGACGAGCATCTTGACATGCTGATGGTCTGCCATCACCTTGATAAGGAC 
ATTCCAGAAGATGTAGCATTTGCTGAATCAAGGATAAGAGCTGAAACAATTG TGCAGAAGATATTTTGC 
ATGATATGGGGGCAATTAGCATCATAGCTTCTGATTCACAAGCTATGGGTCGCATTGGAGAGGTGATAAT 
CAGAACTTGGCAAACCGCCGACAAAATGAAGTTACAAAGAGGGCCGATTGATACTAGTGAACCAGACAAT 
GACAACCTTCGTATCAAACGATATATTGCAAAATACACTATAAATCCAGCAAT TAATGGGCTTTCTC 
AATATATTGGTTCCGTTGAGGTTGAGAAATTGGCCGATCTTGTTTTATGGAAGCC TCTTTCTTTGGGGC 
AAAACCAGAAATGATAATAAAAGGTGGTGCAATTGCATGGGCTGACATGGGTG CCAAATGCAAGCATT 
CCCACACCTGAACCGGTAATGATGAGGCCTATGTTTGGAGCATTTGGCAAGGCTGG AGTGCTCACTCCA 
TTGCTTTTGTGAGCAAGGAAGCTTTAGATGATGGAGTTAAGGCCAAGTATGGACTCAATAAAAGAGTAGA 
A 
 
>0362-94-(6-12-06)_G07 
TATGGTCTGGCCAAGCGAGCTATGAAGGTCTATGATCAAGCAACTAAGGCTGTTCCAAACAATGAGAAAT 
TGAGCATGTATGAAATTTATATTGCTCGAGCAGCAGAGATATTTGGCGTCCCAAAAACTAGGGAAATATA 
CGAGCAAGCAATAGAGTCCGGTCTTCCAGACAAAGATGTGAAGACCATGTGTTGAA TATGCTGAGCTT 
GAGAAGAGTCTAGGAGAAATTGATCGTGCTCGTGCAGTATATGTATTTGCGTCACAATTTGCAGATCCAC 
GATCTGATGTGGATTTCTGGAATAAGTGGCATGAATTTGAGGTGCAACATGGAAATGAAGACACTTTCAG 
AGAAATGCTTCGAATTAAAAGAAGTGTTTCTGCAAGCTATAGCCAGACACACTTTATCTTGCCTGAGTAT 
CTGATGCAAAAGGATCAGAGATTGAACCTTGATGATGCAAGAGACAAATTGA CAGGCTGGGGTTGCTG 
AAGATGAAATGGCTGCTCTCGAAAGGCAGTTAGCTCCTGTAGTTGACAATGCGCTGCTAAAGATAACAA 
CAGAAGAGTTGGCTTTGTCAGTGCAGGTGTGGAATCACAATCTGAAGGAGGT TTAAA TTACTGCAAAT 
AATGAAGACATTGAGCTACCAGAAGAAAGTGATTCAGATGATGATAACAAGGTTGAAATAGCCCAAAAAG 
ATGTTCCTTCAGCTGTTTTCGGAGGCTTGGTTCGTAAGAGAGATGAGGCCGACAATGATGCAGAAGCACA 
GGATGCCACTGCTACTAAAGAGAAGGATGGTGATAGCCGCCTTGGTGCCCTAGAGAGAATAAAGAGACTA 
AAGAAAGCGTGATTATTTATGG 
 
>0363-94-(6-12-06)_H07 
ACAGCAAGTTACAAGTTTAATGAATAACTTTATGAAAGACATGCCAGTTATGT AGAAAAAGCAGTGAAG 
AAGGAAATGGCTGCAGTAGGACCAGCTGTAGTTCGCTCAATCACTCCAGCTATTGAGAAAACAATAGCTT 
CAGCTATTGCAGAGTCTTTTCAGAGAGGAGCGGGTGATAAGGCCATCAATCAATTGGAGAAATCTGTTAA 
TGCAAAACTCGAAGCTACTGTTGCTAGGCAAATCCAAGCACAGTTTCAAACCTCCGGCAAACAGGCTCTT 
212 
 
 
CAGGATTCTTTAAAATCAAGTTTCGAAACATCAATTATCCCTGCCTTTGAGATGTCTTCTAAAACCATGT 
TTGAGCAAATAGATGCTACATTTCAGAAAGGAATGGTGGAACATTCAAATGGCCCGGCAGCACTTGGA 
ATCTACCCATTCTCCATTGGCACTTGCTCTTAGGGATGCGATTAATTCAGCA A AGTTACTCAAACT 
TTAGGTGGAGAATTGCTTGAGGGTCAGAGAAAGCTTCTATCTCTTGCAGCTGCAGGAGCAAACCCAAGTG 
CAGTAAATCCCTTGGTGTCCCAGCTGAGCAATGGACCTTTGGGTGGTCTCCATGAGAAGGTTGAGGTGCC 
CGATCCAACAAAGGAGCTATCAAGATTGGTATCTGAGCACAAATATGAGGAG CCTTCACTGCTGCCCTA 
CAAAGAAGTGATGTGTCTATTGTATCCTGGTTATGTTCTCAGGTTGATCTACG GGGATCTTGTCAATGG 
TTCCTCTCCCTTTGAGCCAAGGCGTACTGCTTTCACTTTTACAGCAGTTAGCC GT ATATCAGTAATGA 
TACAACCCGAAAACTTGGTTGGATGACAGAAGTTGCTAATG 
 
>0365-94-(6-12-06)_B08 
ATGGCTGCGTCTCAAGCAAGCCTGCTCCTCCTAAAGCAGCTCAGAGATCTCT TAAAAACCCGGTTGACG 
GCTTCTCAGCTGGTCTGGTTGACGAGGAAAACGTGTTCGAGTGGAGCGTATCAATTAT GGCCCTCCTGA 
TACTCTCTAGTCAGTGATCTAGTTCTTCTTCTCTAAAGTTTGAAATTTTTTAA ATTTAGCCTTTTTT 
CTTCTTTTTTTTTAACGATGTTTGTTATCAGAGCTTTGGTTTTTGGTATATGGG TTTATTTTGTTTTGA 
GATTGACATGATAATTGTTTGACTTGAGTTTGAAGATCATGATTTTTGTTGGTTTTTTTTTTTTTTTTTT 
TGGACGTGTGTTTATTTGTTTGGTTGTTTATTGGTTTTTCTATGGGAATTCAG TTGGTTTTTGTGTTT 
GATTTGACAATAGAAAGGTGGGTGCTTTTGAAGTTTTGAAGGAGTGTCTGTAAT AGTTTGCAATATAAT 
TTTCTTTTCTAAGTTGAAAATTTGAATGGTATATGATCACTGTGAATGTTTGA GGATTTTTAGTTTTGA 
GAATGGTATGTAATCACTAGTTAATGATGACCACAAATTCTAAAAATAAGCAAAATTTACATGTTCTGTT 
TATTGATCATTCAGCTTTCTTTGGTGTTTCTAATTTGGGAATTATGATTTAA TGTATTGAATGTGT 
TGTAGATTGATGCTTTAACTCAGTTTTGGTTAGTTAAAATTGTACTTCTTCG TTTCGCCTGACCATT 
ATGTAGTATTTCACTGATTTATCTCAAACTTAAGCCCTTCTACATTGTACCTATATGCTTA 
 
>0367-94-(6-12-06)_D08 
TAGCCCACTCCCCTCTCCGCCTCCAATGCCTAGCCGCTACCAAAGATTTATA ACGAAACCCTAATCCC 
TTCCGTCTTGGTTTCATTATAGTCAGACATAGAGGAGAGAAGAGAAATAGTCCGTCCACTGCTGCCTCTT 
CACCGCCACTCGATCACTATCGCCTCTTTTCTGCTGCCTCTTGAAGATTAGCCAGCTTAGATCAGTTTTA 
GATTTGTTGTTCTAATTAAATTTGTCTTTTTCCATGTTCTTGATCTGTTGTTGTTGTTGTTGTTCTGATT 
TTAGATTTGTTCTAATTAATTTTTTTTTTTAAAATTTTAGATTGTGTTACCATTACACTTAGGAGAGAGA 
AATGAGCTCGGTTGAGAAGGAAAAGAGTGAAGAAAAAGGAAAGAAGCTGATTTTT GGTCTGCTCTCCC 
AAAAATAACTTTGTACTTAATTGTTTGTACCGGAGATGCTCTTAGTATTTTTTTTCAGTATCTAATTTAT 
GATTTATATTTTATTTTTAATGGGTTTTGTATATAGTTATAGGATTCTTGAA AAATTTTCGGATGTTTC 
CTAAAATATTTCCTACTCTGATTTTTATTTTTCTCTTTGCCGCTATTTTCCA A TTTTTTCACTCTTTG 
CCGCTATTTTTTGCAAAATTTTCCCGCACAAAAGCTGCTATATATTTCTTGTTTTTTCTACACCTCTAAT 
TCATCACAGAGAGACCAGAGAACAAAACCAAAAACAGGGTGTTAGGTAATGATTTATCCCCTCCAGTTTT 
ATTCTTTGTCCCTCTAATTTATATATCTCTCTCCCTATTCCTAATTTCATATTTCTGTTTTATATTAGCA 
AATTTGCTCAATCTTTTACAACTTTTGG 
 
>0369-94-(6-12-06)_F08 
CCTCTGTACAGCTTTAAGCTCTCAGTGGCTTCCAATTTTCTTGGAGTTATCCC GGAGCTGTTGTTTCCT 
TGAGTTATTATATCAGACCAAAAGGTTTGGGAATGATGAGTGATTGGCAAAGCTTCAGTCCTTAATT 
CTAATTTTCAAGAACTAGATTTTACACTCCTCTAATATGGCAACTTGCATATCGCCCTGTTCTATGCCAT 
CTAGCACGCGAGTTTCAGTTGGAATACTAGCCTCCCCAAGGTGGAGAATTCTAAAGGAATCTCAAATGTG 
TATGGCTGGTACCCTGAAGATTGTTGACAGGAAGAGTAGTTTGTGGGGAACTT CC AAAGAATGCAGTG 
GAATTCTCTCGGTTTAAGTGCTCCGTTAATTCTCACAACATTAGCCCAAACAC GGAGAGATACTTTTC 
TGGATCTACATCCTGAGGTCTCAGTGCTCAGAGGCGATGAAAATGTCAAGGAGAGCTTAAGTGAATCTTT 
CATTCCAAGTAACTACAATGAAGCCAATATCAAAGTTGTTGGTGTTGGGGGT TTCTAATGCTGTT 
AATCGAATGTTAGAGAGTTCAATGAAGGGTGTGGAGTTTTGGATTGTTAACACAG TGTTCAAGCGATTA 
AAATGTCCCCGGTTTCCCCAGAGAACCGGTTACAAATTGGTCAGGAACTTACT GGGGTCTTGGCGCTGG 
TGGAAACCCAGATATAGGCATGAGTGCTGCCAATGAAAGCAAAGCGGCAATA AGG ATCACTTCACGGT 
GCAGACATGGTCTTTGTAACGGCTGGAATGGGAGGAGGAACTGGAACTGGTGGGCTCCAGTAGTTGCAA 
GCATTGCAAAGTCCA 
 
>0372-94-(6-12-06)_H08 
TTCTTCGCAAGTCGGGTTCTTCTTTGGCCCCACTCGCAACTCGACTCGTTCGTGGC AGAGAAATTACCA 
TCGTGCCCTCTTCACTGCTAAAACCCACTCCAATCTCTCTCACAATCACAGG T TCATTTCTGAGCCCT 
213 
 
 
TTATTGGTTCCCAACCTTCACTACTCTTCTGCTTCGAAGAAGCCCAGCTCTGATGAGACCCTTTTACGAG 
TGATTCTGTCAGAGATCCAGTGCTTGCAGGAGACTGATGATCATGATCGGGTTGAACAGATTCCAAGTGA 
TTTTCCTTTCGAAATTGTGGATAATCCAGGACTTCAAACTCTAACACTGAAAAGAACTTATCAAGGTGAA 
GAGATAGAAGTTGAAGTTCATATGCCCGATCTAGTTACTGGTGAAAATGATG T TCCTGATGGGGATA 
ATAGTGAAAAGGCTAGTCTATCTAGCTTGCCACTGGTTGTTAGTGTCTCTAAGAAGGATGGACCTAGTCT 
AGAGTTTAGTTGCATTTCTTACCCTGATGAAATTGAGATTGACAGCTTGGCAGCTAAACGTCCAGAAATT 
TCTGATGAGGAGATTGCCTATAAGGGCCCTAGCTTCATTGATTTGGATGAGGACCTGCAGAAGGCTTTCA 
AGAGGTATTTAAATATAAGAGGAATCAAGCCCAGCACAATTAATTTCTTGCATGA TACATGATCAACAA 
GAACAGTAAAGAAGAATTGTTTTGGATGAAGAAACTTAAGAAGTTTGTTGAA CCTGAACTTTTGCCCAA 
TACAGCAACTTTGGTAGAAGAGAACTCAAGGACCAAGTTTTGATATTGTATTTTCTTCTGCATAGAGATA 
TACATTGCTGC 
 
>0373-94-(6-12-06)_A09 
CTCTCACACATAAAATTTACAGTTCTAAACCCTAATCGATCAATTCGATCCCTCTCTCTTCAATTTCCAA 
CCTCCATTTCACAGAAGATCGAGGAAGGTTTAATCGTTGAGAATCAACCATGTTTA CCGGCTTTTTGGA 
AAACCTAAACAGGAAACCAATGCTCTCTCCACGTTAGATAAATTAAACGAGCACTTGAAATGCTAGAGA 
AAAAGGAGAAAGTACTTTTAAAAAAGGCAGCTGCAGAGGTTGAAAAGGCAAGGAATTCACCAGAGCTAA 
GAACAAAAGGGCGGCTATACAATGTTTGAAGAGGAAGAGGCTATATGAACAGCA T GAGCAGCTTGGG 
AATTTCCAATTGCGAATCCATGATCAGATGATATTGTTAGAAGGTGCAAAACTACTGAAACTGTAG 
ATGCATTGAGAACTGGAGCTGCTGCGATGAAGGCAATGCAGAAAGCAACGAATATTGATGATGTGGACAA 
GACCATGGATGAGATCAATGAGCAGACTGAGAACATGAAACAGATTCAGGAAG TTGTCAACTCCAATT 
GGTGCAGCATCCGATTTTGATGAGGATGAGTTGGAAGCTGAACTCGAAGAATGGA GGTGCTGAGCTGG 
AAGAAGAACTTCTTAAGCCTGCAACTACTGCTCCTGCAGCTCCAGTGCATGTCC GCGGGCCCTCAACG 
AAACCGTCCTACACCAAAGCCTACAGCTGAGGATGATGAACTGGCTGCACTACAGG GAGATGGCACTA 
TAAGCAGAATTTTGCAGATATTGTTTGGGTGTAATGATGGGAGGCTATGTAAAGAATTGGCCTGATTGCT 
TATGGAGATTTCTGCCCTT 
 
>0377-94-(6-12-06)_D09 
GAGGTACAGATGCTGCATCATTTATTAGAAATAACATCCTTAGATTCATAGTGAGGATTCCCATTTTCC 
AATTTGTGTGGAGAAGGCAATTACAAGTGCTTTTGTGAAAGCTGATTATGCATTTGCTGATGCTAGTTGT 
CTTGATATTTCCTCTGGCACCACAGCTCTAACTGCCCTGATATTTGGCAGGACG T ATAATTGCCAATG 
CCGGGGATTGTCGAGCAGTGCTAGGGAGGAGAGGTAGAGCAATTGAGATGTCA A GACCATAAACCCAA 
TTGCATATCTGAAAGAATAAGAATTGAGAAACTTGGTGGTGTCATTTATGAGGCT CCTCAATGGCCAA 
TTATCTGTGGCTCGTGCATTAGGAGACTGGCACATGAAGGGCCCCAAAGGTTCTGCCTGCCCTTTAAGTG 
CAGAGCCAGAGTTGCAGGAGACACTTCTGACTGACGATGATGAGTTCTTGATAATAGGCTGTGATGGCTT 
GTGGGATGTAATGAGCAGTCAGGGTGCTGTGTCCATGGCAAGGAAAGAACTT T CT CACAATGATCCT 
GAAAGATGTTCAAGAGAGCTGGTGAGAGAGGCACTCAAGCGCAACACGTGTGATAA T AACAGTTATTG 
TGGTTTGTTTTTCTCCAGACCCTCCTCCTCGAATAGAGATACCTCAATCTCG GT AGGAGGAGTATATC 
AGCAGAAGGGCTGAATTTACTCAAGGGTGTATTGGACTGTAATTCAGGAAAAGAAGGGGAATGGCTGAAA 
GATGGATGTACATAACATTGGGTGACAATTGGTTGGCTGCATTTTACCCCTAG TGCCGCTACTTGCGC 
TTTCTGCTGTCACCTTTTCCACGGC 
 
>0378-94-(6-12-06)_E09 
TCCTCCTCCGACCGCCTTGTTCGTGTCTATGCTGATGGGATCTACGATCTCTTCCACTTTGGCCACGCTG 
GCTCACTTGAGCAAGCCAAGAAATCGTTCCCGAACACCTATTTGCTAGTTGGATGTTGCAGCGATGAAAT 
CACCCACAAGTTTAAAGGCAAAACCGTTATGACGGAGGACGAACGCTATGATC CT CGCCATTGCAAG 
TGGGTAGATGAAGTCATTCCCGATGCACCTTGGGTGATCACTCAAGAATTTCTTGACAAGCACAATATTG 
ACTTTGTGGCACATGACTCTCTTCCTTATGCTGATACTAGTGGAGCTGGGAAT ACGTCTATGAGTTTGT 
CAAATCTGCTGGAAGGTTCAAGGAAACAAAACGGACTGATGGGATTTCTACA CAG ATTATAATGAGG 
ATTGTAAAAGATTATAACCAGTATGTGATGCGTAACTTGGATCGTGGATATAC AGAAAAGATCTTGGTG 
TTAGCTATGTGAAGGAAAAGCGATTGAGGGTGAACATGAGATTGAAGAAACT C GGAGAAAGTGAAGGA 
ACAACAGGAAAAAGTGGGAGAGAAGATTCAAACTGTTGCAATGCATCGTAATGA GGGTGGAAAATGCT 
GACCGCTTGGTTGCTGGATTTCTAGAGATGTTTGAAGAAGGTTGCCATAAAATGGGCACTGCCATCAGGG 
ATCGAATTCAAGAGCAGCTAAGGGGTCAAGCCTCATATCTCCTACAAAATGGCAAG AAGTTGATGACGA 
TGAAGAATATTATGATGATGATGATGATGATGAACAATATTATGATGATGGAGATTATTATTATTATGAG 
GCAGACAAGAGAGATGA 
 
214 
 
 
>0379-94-(6-12-06)_F09 
AAATGTAGTGTTACTTTGTGTTCTATCTGGCATACTTGTTTGAGTTTTCATG GT ACAGTAACCTATTT 
TTTGGTATATACATGCTACTTCACATTGGCTGGCCTGTTTTTGTTGTCCTTTGTTGGTCACATTTCTCCT 
AAAAATCGTCATGTTTTCTATCCTATGTTAATAAAAAAGCTGTTTTTCTAATCTCAATCTTTTTGTGCC 
TTACTGCTGTTGTGGTGCCCTTCCACTGGATGAGTTTATTTATCAGGTTGCAC GAGGGGGAAGCTGTAT 
TTCTTTCTATGTATTGTCTTTGTATTAAAGCAGTCTTCTAGCTTTCTCTGTCATTAATTTCTGTTTGCTA 
TGTCCTTATTTACATGTACGTTTGTGTTTTAATTCTAGGGCTTTAACAACGAGTGCCAGCCTCAGC 
CCAGGCTACTTTCCCATACATATTTGCTGTCAGCAAGTTCTTGCAGCCAGGCA CTTTGACCTTGTAGGC 
ACCATCATTTATGAAATTGACCAGAATCCATACCAGAACACCTTCTACAATGGTACCATCGAAGTTGTTG 
AGGCTGGTGCTTTTCTTAGCATTGAATCCGTTTTTCTTGTTACCCTTGCAACCTTCTTGTCCTCCT 
TGGCATATGGATTCGTGGTCAAATTCAGAATCTTTCCAAGGTATGCACTCTG CTGCATTTTGTATT 
ATTTGACTATTGTAATGTTAAATGTAAAATCTCATTAACTTACACCCACAGGT TCCAATATGACAAT 
GTTAACTTTGTCCTGATACAAACCTTCATTTTATGTGCACTTACAATGTTAGTC TTGAAACATACTAAT 
TTTGTAGCATTGAGGGCTT 
 
>0380-94-(6-12-06)_G09 
TCACTGCAACTTTGAAGGACAAATTTTCCAACTGCCATATTTTTGGTAGACGACTTTCGACTTCAAGCTT 
GGAAGAGGAGTATACAACAAGTGATTTTAATGAAGAACATGAAGTTGTTGTTTCG CTATTAGAAGTAAA 
GCCATGGAAAAGTTGAAGCGCAGGCATAGCAACTTGGCAGATAGCTTTTCCTGGG TTACTCTCCTACGA 
CTGGAGAATTTTACATGACTTCAAAGGGAGGACAAAGAAAAGAGGATTATGATGATGAAGATGATGATAT 
GGAAGAATTTGTGACTGTTGGAAGTTGTCTCTCTTGCTGCTCAACTGCTTTGAG AGGGAAGCATATTAT 
TCCATCAAGTCCAACTTTTCCCGCAGTTCCAGCTTGAATGGTCTTGATTTTC AGAATTTTGGAGGCGAT 
CAATAATCAGAGAGTTGTGCCACTGTGAGGGGTGGCCATTTGGTCTGGGCCG AAGG TGTGTTACTTCC 
TCCCCTGCCTAAATCTCCATCTGAATCCTGGAAATGGCGTAAAGGCTCCAGAA AGTTAAGATGCCTTAA 
AAAGCTCTTAAGTTCCATATGTCTCGCTTCTTTTTCTACAGTCCAAGGATTTAA AAAGTGATCAAATAA 
ACGAGAAGATTTATACTCTAGATGTTGTTACTCTCTTTAAATAGATTTCATACTG AACATCAGTGCTTC 
AACCCAGAGGGAAGCATTTGATAGTCATTACTTCAGGAGTTTTCCGCCGCCCCGGCCTGGGGGTCAGGAG 
GTGGCTATTTATGTATAATAATGTGAGAGATCAA 
 
>0381-94-(6-12-06)_H09 
AACTTTGAAAACTTTTGCACATTGAAATGGCTCCTAGCGAAAATAAAGACCTTTTTACCCATTTTTTCC 
TCTACCACCACCCCACCAATATCCTCCATTCCCTCCAAAAGTACTGCCACCTCATAGTTCTCCAAAAGTG 
GCCCCACCACATAAACCTAATTTTCCATCTCCTCCAACTCCAAATGTGGCACCAC TCCTCACCCTCCAT 
TACCTCCAAAGGCTGCACCACCACATGGTACTCCATCCCCTCCAACGGTGGCACCACCTCATAATCCTCC 
CTCACCTCCAAATGCACCACCACCTCACGGTAGCCCACCACCACGGCCATTACTT CGCCACCAGCAACA 
CCACCCCATCATTCTTTCTATCCACCACCACCTCCCCACACCATTTCACCCC TT CCAACTGTGATAC 
CACCACCGCCTTATCCTATTTCTCCACCACCAGCACCAGGACACCATTCTATGTTATTGTAATTGTCTT 
TGTCTCACTTGGTGGTCTATTCTTTCTTGCATTCCTTTCAGTTGCTCTGTGTTGCTTCATTAAGAAGAGA 
GAGAAAAAAACAGTGCAGAAAACTGAGATTATAAATATTGATGAACATATAA GG TCAGGAAGCCATTA 
TACCAGGCCCACATGGTGAACAAATCAAGGTATTATCAATCGAAGAGGATTTGCATA TGAGGAAGAGAT 
CAAGAAAAATGAGAAGGTGAGTGAAGGTCCACATATTAAACCTGCAAAGGATC TCCTCAAGCTATTCAA 
GCTGCAGCATCCTCTTCTGTGTCTAGTCATAATCGTCTTGAGCAAAAGGCCTGATT AAAGCTACACAAA 
TAAATGTCACACAAGCAACAAAATGATTTATATTTACAAACACTATTTTCTGA 
 
>0382-94-(6-12-06)_A10 
CCACTTGTGTTTTCTTTAAGCTCTTTATGTAGCAACTAAAACGATACCAAGTTCTCGACATCAATCTTGA 
GATTGGAAACCCTAAGTATGTATGAAGGCAAACACCTCTAGATCTCACAAGAGATTCATACACACAGCAT 
GAACAACAACGTTAGAGAGCTTTTGGGTACAAAACCCTAGATCTACATAAGAGGC CACTCTTCTCTCTC 
TAAAAAGCTTTCTTAAAAACGTGTTTAGGGTTTCCTTTATATACTAGAAGAAGTAGATCTGAAACCCTAA 
TCCTTAATGGGCTTAGACAACTGTTTGGGCTTAATGATTCTACAAATACGAC CTCGATTAGTCGAGCTT 
GTTCTTCGATCAATCGAACCAGGCAGATTATGAAATCTTCTTCCTACAGCTTGTATGTTCTTGAATCTTG 
ACTTGAATCACCTTGAGCATTGTCTAATAATACCTATAGACTCTAAGATCTAT AGACAAGTTTGTG 
TTCACGATTTGCCAATTGTTCTAAACATTTAGAACCTAACAGTTTTGGACCTTGTT AAAATTTCTTATG 
TTTTTGCTATTTATATTTATTTGTAAGGCTGTTTCTTATGTGAGTAGCAACT TCTGACACACATAGACG 
CGTGAGCATATAAGTACTTTTCAACCTTGATGAACTTTATTTTTTGTTTCTC AAATTTTTAGAGGCCTT 
TGTTGCTCTAAAAATAGCAGAGGAGAAGTTTGTCTGTACCAAAATCACGAATCTTGATACTAAAATTGCA 
ACTGCTCCATGAGCGTGCTTTACATCGGTAAGTTTATCATGTGCATTGTTTTCATGATTTTTCAATTTAC 
215 
 
 
ATGCTGCATGCTAATTTGTTCACATATGTCATGATATTTGATATAAGTTTAA 
 
>0385-94-(6-12-06)_B10 
TGGCAGGGAGGCTGAGAAAGCTTAACCACCCGAAGGACAAGGATGGAGTCCCAGC TGTCATGGATGAA 
ATTAGCGATGCTCTCGCTTTGTGAAACTCATAATGATATAAAAACCCTCATAGCTGAGCTTGAACTCCCG 
GTGTGCGACTGGGATGAGAAATGGACAGATGCATACTTGGACATCAGTGTGA TTT CTTGATATATGCA 
ATGCTTTTAGCTCTGAAATCTCAAGGCTGAACCAGGGCCATCTCTTGCTTCAGTGTGTGCTGCACAATTT 
GGATTCCAGCTCTTCAAAGCAGTTTATCAAGGCTCGATCTTCACTTGATGCATGGAGACAGCATATTAGT 
TCAAAGAACCCTAGAGTTGAAAACTGTTCCACCATTTTGAACAAGCTTGGGGAATCACTGGATCTTCCCA 
AGGTTAAGAACTCAGCCAAAGGTAAGGTTTTAATGCGTGCTATGTATGGGGTTAA TGGAGACGGTATT 
TATCTGCAGTGTCTTTGCTTCAGCCTTCTCTGGTTCTGCAAGAAAGTTGTTTGAT GAATGTTGATGAC 
AAATATATGTGGGCTCAAGCTTTTACTGGTTTGCAAACTAGCATTAATAGCGAAATTAGAAATTTATATT 
CAAGTGGAAGATTTACAGTTTTGAAAGAGCTCGAAGCTGTTGATACAAGTGTAAAGAAATTGTATCCCAT 
GATCCAAAATGGTGTGGACCCTGCTGAAGTGGAAGCATTCCAGAATTCCGTC CAGA TTGGCAAGGAGA 
GCAGAGGGACTTTCACAGGGACTAGATCTTCTTACAAAGGAAGTTGATAGCTC TTTCATGTAGTTTTA 
ACTGGGCGTGATGCTTTGCTCTG 
 
>0387-94-(6-12-06)_D10 
AATGGACCTGTCTGAGTATAGGAGGAAGCTCTATGATTATCTGGTCACAAAAATGAGTGACATTGCACCC 
AATTTGGCCTCTTTAATTGGTGAAGTAGTTGCTGCTCGCTTGATTTCTCATG TGGTAGTCTCACAAATT 
TGGCCAAGTGCCCTTCTTCTACCCTTCAGATCCTTGGAGCAGAGAAGGCACTCTTCAGGGCATTGAAAAC 
TAAGGGAAACACACCCAAGTATGGTCTGATATTCCATTCATCTTTTATTGGCGGGCATCTGCAAAGAAC 
AAAGGCCGAATGGCTCGTTATCTCGCAAACAAGTGTTCTATTGCATCACGAATTGATTGCTTTGCAGAGA 
ACGGATCTACCGTTTTTGGGGAGAAACTTCGTGAACAAGTTGAGGAGCGACTT ACTTTTATGACAATGG 
AGTTGCACCTCGTAAAAATATTGATGTGATGAAAGCTGCAATTGAAATTAATCAA CAAAGACACAGAG 
ATGGAAACGGAAGAAGTTCCAACAGAAGTTTCGGGAAAGAAAAGCAAGAAAA GA TCAAAAGCTGCAG 
CTGCGGAGAATGGTGATGCTATGGACGAGGATAAAGAAGAAACTTTGGAAGA TCTAAATCAGAAAAGAA 
GAAGAAAAAGGAGAAACGAAAGATGGAGCAACAGGATAAAGATGTGAAGAACTCAGATGAGCAGGATGGA 
ACAGCTAAGAAGAAGAAAAAGAAGAGCAAGGTTGAAGATGGAGAGGACCTGCAGTCTGCCAGTGAAATTA 
AAAAGAAGAAGAAGAAGAAGTCAAAAAATGAAGATGATGAGTGAATCAGGGA AA TCCAGTGAGATA 
TCTTTGTTAAATTGTAGAAATGGGTCACTTTCC 
 
>0388-94-(6-12-06)_E10 
AAGATTGAGCAGCCCCCTGCATCTTTTCTACAAGCAATGGAAGAGTATGTGAGAGAAGCTCCACGGGGTT 
CAGCATTTGTCAAGGATCAAGTGGTTAACAATAAAATAGCTTCCCCCAAGGAAGTCTTGGCCATAGAATA 
TAAGAAGTCCCCAGAGGTGCCGGAGGCACGTCCTGAATCGCCTCCTCCACCT CAGCTGAACCAGTCAAA 
GAAGAAGCTGCTGGAACTGAACCACCTGATTTGTTGGGTTTGAATGATCCTACTC TGAAGCTGCAGAAC 
TAGATGAGAAGAACGCTATGGCTTTGGCTATTGTTCCAGTTGATATTCAACCAAC TCTACTGCTCCAAT 
TCAAGCTAATGGAACTACAGGCTGGGAGTTGGCGCTTGTTACAGCTCCAAGA TGAGAGTGCTGCG 
GCTGGCAGTAAACTGGCGGGAGGATTAGACAAGCTTACACTAGACAGCCTTTAT A GATGCAGTCAGAA 
GAAGCAACCAGAATGTAAGCTACAACCCTTGGGAGCCAGTCCCAATGGCTGG TCATGATGCATCCAAC 
AGCACAAGATCCGTTTTATGCCTCAAACACAGTGGCTGCACCACATCATGTCA ATGGCAGCAATGGCC 
AACCAGCAACAGGCTTTCATGTTGCAGCAGCAGCAGCAGCAGATGATGATGATG G CCACAACAACCAC 
TGGCTTCAAATCCATTCGGAGCTCCTTATGGAGCCACTGTCCACCCGTATGG TC GGTATGCCCGTTCA 
AGCGTACAATCCATATACAGGCCTTATCTAGATCATTTGTCCAGAGAAACAC TT TTTATCGGGAAACA 
TGGGGGAGATTAGTCGGTTCTATAAATATTGAGAGTGCAAAATATGAA 
 
>0390-94-(6-8-06)_G11 
TTCCAACCAATGGTTTGGTCTCATCTATTCCTGTTTTTGGTCTCGATCTCTTCGATCCTCCGTGAATCTT 
CGTCCTCCTATGCTGCTTCTCCTAGCTCCATCATCAACCCCTCTAAAGCTACAAGTTTCATGGAAGCC 
AAGAGCGTTTGTGTACGAAGGTTTTCTTACGGACTTAGAATGCGACCATTTGATCTCTCTTGCGAAATCG 
GAGCTGAAGAGATCTGCGGTGGCGGATAACGAGTCCGGTAAAAGCAAGCTCAGCGAAGTTCGTACCAGCT 
CCGGAATGTTCATCAATAAGGGCAAGGATCCTATTGTTTCTGGTATAGAGGACAAGTTAGCTACATGGAC 
ATTTCTTCCAAAAGAAAATGGGGAGGACATACAAGTGTTAAGATATGAGCCG AGAAATATGACCCA 
CACTATGATTACTTTGCCGACAAGGTTAATATAGCCCGGGGTGGACACCGATTG A CAGTACTCATGT 
ATCTTACTGATGTGGCCAAAGGTGGCGAAACCGTGTTCCCTGAAGCAGAGGAACCCCCACGTCGTAAAGC 
TTCTGAAACGAATGGTGATCTCTCTGAATGTGCAAAAAAAGGAATAGCAGTGAA CCACGAAGAGGGGAT 
216 
 
 
GCACTTCTTTTCTTCAGTCTCCACCCAACTGCCATTCCAGACACAAACAGTCT CACGCAGGTTGCCCTG 
TGATTGAAGGTGAGAAATGGTCAGCAACAAAGTGGATTCATGTGGACTCGTTTGA AAGATCTTGAACCC 
AGCTAGTGGTAACTGCACTGATCTGAATGACAGCTGTGACAGATGGGCTGCACTTG A 
 
>0391-94-(6-8-06)_H11 
GTGCCCACTACTCAGCGTACTGGTTTGTCTTGATCGA 
 
>0391-94-(6-27-06)_E05 
GTACCGTCCCCTGGATTCGTCTGGATCG 
 
>0393-94-(6-8-06)_B12 
GGGCTCAAGCAAATCTTAAGTGTCAGGACTACTGCTGTTTTGCCTCATATTTTGCCCAAGCTGGTCCATC 
TTCCTCTTTCTGCCTTTAATGCACATGCTCTTGGAGCTTTAGCCGAAGTTGCT GATCTGGTCTCAACTT 
TCACCTTGGCACTATTCTCCCAGCTTTACTATCTGCAATGGGCAGTGAGGAAAAGGATGTTCAAAATTTG 
GCAAAGGAGGCTGCAGAAACAGTGACCTTAGTAATTGACGAGGAAGGTGTTGAGTCTCTGATATCGGAGC 
TTCTTAAAGGTGTTGGTGATAGTCAGGCTTCAATTAGAAGAAGTTCTTCTTA CTGATAGGGTATTTCTT 
CAAGAACAGCAAGCTATATTTGGTTGATGAGGCTCCAAACATTATATCAACCCTG TTATCTTGCTTAGT 
GATTCGGATCCATCTACTGTTGTGGTTGCTTGGGAAGCTTTGTCAAGGGTTATCA CAGTTCCGAAGG 
AGGTACTTCCTTCATATGTAAAATTAGTACGTGATGCTGTATCTACATCAAGAG CAGAGAGCGTAGGAA 
AAAGAAGGGAGGACCAATTTTAATACCTGGATTCTGCCTCCCGAAAGCACTTCAGC ATTACTTCCAATC 
TTCCTCCAAGGTCTAATAAGTGGGTCTGCTGAATTAAGAGAGCAGGCAGCATTGG TCTTGGGGAGCTGA 
TTGAAGTAACTAGTGAGCAAGCTTTGAAGGAATTTGTCATCCCAATAACGGGGC TCTTATCCGGATCAT 
TGGTGATCGGTTCCCCTGGCAGGTGAAGAGTGCCATTTTGTCTACTTTAAGA C T ATAAGAAAAGGT 
GGGATGGCCTTGAAACCTTTTCTTCCTCAGCTTCAAACAACATTTGTCAAATGTCT CAGGATAGTACAA 
GGTTCGCTGGATGTACTCAACTAGTATTTTTTTTTTTTTTACATTTTCGCTAC 
 
>0394-94-(6-8-06)_C12 
CAGAGACAGAGAGAGACACATACACAGTCGTGTACCAGATCTCTCTCTTCTATCG CAAGCCAAGATAT 
AGAATACGTGAAAAATGGGGCTGTCTTTCACCAAGCTTTTCAGTCGTCTGTTTGCTAAGAAAGAGATGCG 
TATACTTATGGTGGGTCTCGATGCTGCGGGTAAGACTACCATTCTCTACAAGCTCAAGCTGGGAGAGATA 
GTCACCACCATTCCCACTATCGGATTTAACGTGGAGACTGTGGAATATAAGACATCAGTTTCACTGTCT 
GGGATGTTGGTGGTCAAGACAAGATCCGACCTTTGTGGAGACATTACTTCCA AACA CCAGGGACTTAT 
TTTTGTGGTTGATAGCAATGACAGGGACCGTGTAGTTGAAGCTAGGGATGACTGCACAGAATGTTAAAT 
GAGGATGAATTGAGGGATGCAGTGCTGCTAGTGTTTGCGAACAAGCAAGATCTTCCAAATGCCATGAATG 
CTGCTGAGATAACTGATAAGCTTGGACTTCACTCCCTCCGTCAACGCCACTGGTATA CCAGAGCACTTG 
TGCCACTTCCGGTGAAGGGCTTTATGAAGGACTTGACTGGCTCTCAAACAAT TTGC AACAAGGCTTAG 
ATTGCTTGTTCCTGAGTTTCGGGTTCCAGCAACTGCTGGAGTATAAACTGGG ATTTTCTATGGTATTCT 
GGATTTTGCTTGCCTGTTTAGTGTTACCTGTTATACCATGTTAATGGTTTCCCTGGAAGACACTGTCCTT 
TGTTACCTGTAGTTTCAGAATAATTTTAAAGATTTTTCTTTCTCGTGATATT CCTCACTAGAATTGTTT 
TGTGAATGTAATGACATTTATCTTTTGTTGGAAATTGTAGAGCTATATCATC TGC 
 
>0398-94-(6-8-06)_F12 
TGGTTACAAATTCAGGAAGTGAGCAATTCAAGGATCGCCCGAAGGTATTCTT G A GGGAATCATTAC 
TGCGTTCAGCAGCAGAAAGCGGAGGGATTCAATTAGAGAGACATGGATGCCCCAAGGTGAAGAATTAAGG 
AAGTTGGAAAAAGAGAAGGGAATTATAATGCGGTTTGTTATAGGACACAGTGCAACTCCAGGTGGTGTAT 
TGGATCGCGCTGTTGATGCAGAAGATGAGCAACATAAGGATTTCTTACGACGAATCACATAGAAGGATA 
TCATGAATTGTCAACAAAAACTCAAGTATACTTTTCAACAGCTGTTGCTAAGTGGGATGCTGATTTCTAT 
ATAAAAGTTGATGATGATGTTCACATAAATCTTGGTATGGTTGGTTCTACCTGGCCCGCCATAGATCAA 
AACCACGGGTTTATTTGGGTTGTATGAAGTCTGGACCTGTCCTGTCACAGAAAGGGGTCAAATATCACGA 
ACCAGAGTACTGGAAATTTGGTGAGGAGGGAAATAAGTACTTTAGGCATGCAA G GCAAATCTATGTG 
ATCTCCAAAGATTTGGCCACATATATTTCTGTGAATCGGCAAGTACTTCATAAAT GCAAATGAAGATG 
TCTCTTTGGGTTCTTGGTTTATTGGTCTTGATGTTGAGCACATTGATGATCGGAG CTCTGCTGTGGGAC 
ACCCCCTGATTGTGAATGGAAAGGCTCAAGCTGGAAATCCTTGTGCTGCATCA TTGACTGG 
 
>0400-94-(6-8-06)_H12 
GTTTTTTTTTTGTTAAGGAGTAGATACAAAAAAAGAGAGATTTGGTGAATCTGAATCTGAATCGAATCGA 
ATCGAATCAAGAAACAGGCATAGGAGAAGGAGCAGATGAAGATGATGATGATG TGATGACGTGGAAGTG 
217 
 
 
GGTAATTAGAGTTATAGTAGTGACAGTTGTAAGTGTAGGAATAATTCCGTTAAAAG GAAAGGGAACACA 
GAAGGGGACGCACTGTACACCCTGAGGCGGAGCTTATCAGATCCGGACAACGTTCTCCAGAGCTGGGATC 
CAACTCTCGTTAACCCCTGTACTTGGTTCCATGTCACCTGTAACCAAGCTACCGCGTCACCCGCCTGGA 
TCTTGGTAATTCAAATTTAGCTGGGCATCTGGTACCTGAACTTGGGAAGCTAG ATCTACAGTATTTG 
GAGCTATATAAAAACAACATCCAAGGAACTATCCCTGCAGAGCTTGGTAACCTGAAAAGCCTCATCAGCT 
TGGACTTATACAATAACAACATCTCTGGAACAATTCCTCCTTCATTAGGGAAATT AGTTTCTTGTTTT 
TTTACGGCTTAATGATAACAGATTGACTGGGCCAGTCCCCAGGGAACTCACTGG ATTTCAAGCCTTAAA 
GTTGTGGATGTCTCAAACAATGATTTGTGTGGAACTATTCCTACCAGCGGACCATTTGAGCACATTCCTT 
TGAACAACTTTGAGAATAATCCCCGACTAGAAGGTCCAGAGTTGCTAGGACT GCA GTTATGACACTAA 
CTGCTCATGAAGATGAATGATGCCGCAAAACTCAACTTTGCACGGAATAGAT TGTATTTCATAAATTGA 
AAGTGTGTTACCTACAGTGTAGTGGGATTGGTGGTAAATTCAATCCCTCATATATA CTATTTGTAAATT 
TTACTATACTGT 
 
>0426-94-(6-16-06)_B01 
GAACTTCGGAGTAACCAGACTGAAAGGTGGCAAGCAGTAGGCATGTTGAAGCACATTTACTCTTTTGTTA 
ATCTGCCATGGGAGTTAAAGAAACATGCCATCGACTTTTTGCTTTGCATCACTGA GAAAACATCTCCCA 
AAAATGTGATGAACATATAGACTTCTCATCTTATATGCCTAGTCTTTTTGCTGCTTTACAGGCTATTAAA 
ATGGTCATCATGTATGCTCCAGATACTGTGCTAAGGAAGCTTTCCTTTGATGCATT AAAAGGTTACTTG 
CTGATATTCCAACTTCTCAGAGGTTTGACATTTTAAAAGCTTTGATTACAAATAGTGACTCTTCCTCAAT 
GATTGCAATTCTTATAGATCTTGTCAAAGGGGAAATGTACATGGAAAATCGC AA AATATCAACGGGA 
AATAATGAAGCTCAGCAAACTGGAAATAAAGAATGCCCAAATCCATTTTGTTGGAA GCCAGCGTCCTTG 
AACTGGTGGAGTTTGTTTTGAGGCCTCCGCAGGGAGGACCTCCATCCCTTCCTGAGCATGGTGATGCGGT 
TCTATCTGCCCTCAATTTGTACAGATTTGTATTAATAACAGAGTCAACAGGAAAAACCAACTACACTGGA 
GTGCTGTCCAAGGAAAATTTACAGAAGGCATACAATGAGTGGCTCCTACCTTGCGAACCCTTGTGACAG 
GCATAATGGCAGAGAATGGGAATGATTGTGATCAGCTTGCATTTGATGCAGTC T CCTTAAACCCGGT 
TGAGTTGGTTTTGTACAGGTGTATTGAGCTTGTTGAAGAAAAGCTGAAATAATCTACATAAAGTTGTCAC 
TTATGTGTATCCTATTA 
 
>0427-94-(6-16-06)_C01 
CTATGGAAGCGAATTGGGTGAGGAAGCACTCTCAGTTTATTTGGAATATGTCTCTGGTGGCTCAATCCAC 
AAATTACTTCAAGAATATGGTCCCTTCAAGGAACCTGTCATTCAAAATTATCCAGGCAGATTGTTTCTG 
GGCTTGCCTACTTACATGGAAGGAATACAGTGCACAGGGACATCAAAGGGGC ACATTTTAGTCGATCC 
TAATGGCGAAATCAAGTTGGCTGACTTCGGCATGGCTAAACATATAACAGCAGCTTC TCAGTGCTCTCT 
TTCAAGGGTAGTCCTTACTGGATGGCGCCTGAGGTTGTAATGCATGGAAATG CT CAATTTAGCTGTGG 
ATATTTGGAGCTTGGGATGTACGATTCTTGAAATGGCAACGTCCAAACCACCTTGGAGTCAGTATGAAGG 
GGTGGCAGCACTATTCAAAATTGCTAGCAGCAAAGATATCCCTCATATACCTGAAAGCCTTTCAAATGAT 
GCAAAGAGTTTTATAAAGCTATGTTTGCAGCGAGAACCTTCAGCACGCCCTACAGCCGTAGAACTACTAA 
ATCATCCTTTCATTCGAGATCAGGCAACTACTAGAGTGGCTAACATGAATGT CCAAGGATGCGTTCCC 
TTTCATGTTTGATGGAAGCCGAACACCGCCGGTGTTAGAACTCCATTCAAATAGGACAAATATCACTTTG 
ACTGAAAGAGATTATGCAACAATGCCAGTTGTTACCACCAGTTCAAGTGCTTTGAGAAGCCCAAGGGATA 
GTGCAAGAACGATTACATCTTTGCCTGTTTCTCCCTGTTCAAGCCCATTAAG CAGTATGGAACTGCACA 
CAAGAGCTGCTATTTATCTCCTCCTCACCCAGCTTATGCTATGGCGGCACAAGGG GGCTACAATTTCAG 
TGAGTACTCATCATATACAATGAGA 
 
>0429-94-(6-27-06)_B06 
TTTATCAAGCTTTTGAAGCAGGAAGATTCTGTGGCCAGCACATACCGTGATCACGTACATTCGCTGAGCA 
AAGGGGTCTCTGCTCGTGCTGTGATGAGTGAGCTCTTTGGAAAGGCTACTGG GT CCGAGGCCAGGG 
TGGTTCGATGCACATGTTCTCAAAAGAGCACAACGTGCTTGGTGGCTTTGCTT CATTGGTGAAGGGATT 
CCTGTGGCTACTGGTGCAGCATTTTCCTCCAAATATAGGAGAGAGGTATTGAAGGAGGCAGATTGCGATC 
ATGTGACAGTGGCATTTTTCGGAGATGGGACTTGTAACAACGGCCAGTTTTTT AG GTTTGAACATGGC 
AGCATTGTGGAAATTGCCGATTGTGTTTGTTGTGGAGAATAACTTGTGGGCTATT GATGTCACATGTG 
AGGGCGACTTCAGATCCTGAGATTTGGAAGAAAGGGCCTGCATTTGGGATGCCA G TTCATGTTGATG 
GTATGGATGTTTTGAAGGTTAGGGAGGTGGCAAAGGAGGCAATTGGAAGAGCTAGGAGAGGAGAAGGGCC 
GACATTGGTGGAATGTGAGACATATAGGTTTAGAGGACACTCATTGGCTGATCCTGATGAGCTTCGTGAC 
CCTGCTGAGAAGGCACACTATGCTGCTAGAGATCCCATCACAGCATTAAAGGAT CATGATTCACAACA 
ATCTAGTCACTGAACAAGAGTTGAAGACCATAGAGAAGAAGATAGATGAGGTGGTT AGGATGCTGTTGA 
GTTTGCAGATGAGAGCCCTCATCCACCTCGCAGTCAGCTATTGGAGAATGTGTTTGCAGATCCAAAAGGT 
218 
 
 
TTTGGAATTGGACCTGATGGGAGATATAGATGCGAGGATCCCAAATTCACTCAAGGTACTGCTCATGTGT 
AACCTTTCAAGCTCGGACGTCAAGCAATATGTCTTCTGGTTTTAGTCCATGGATGCTCGGTTTATATTTG 
AGCTTTCACTA 
 
>0430-94-(6-16-06)_F01 
GCTCCTCGGCTATTGCATCGTCGCCGCCTCCACCACCGTCAAACTCCCCCAGATATTGAAAATTTTGAAG 
AATGGAAGTGTTAGAGGCCTTAGTGTTGTGGCCTTTGAGCTTGAAGTAGTTGGCTACACCATTGCACTAG 
CGTATTGTCTCCACCAAGGGCTTCCCTTTTCAGCTTATGGGGAGTTGGCATCTTTTGGTCCAAGCTAT 
AATTTTGGTTGCCATAATCTACTATTATTCTCAACCTTTGGGTGCCACAACATGGATCAGGGCATTACTA 
TATTGTGCTGTAGCACCTACCATCTTGGCTGGTCAAATTGATCCCCTTCTCTTTGAAGCACTATATGCAT 
CTCAGCATGCAATTTTTCTCTTTGCCAGGATCCCGCAGATATGGGCAAACTTTTCGAATAAAAGTACAGG 
CGAGCTCAGCTTCTTGACATGTTTTATGAATTTTGCCGGTTCCATTGTGAGA TTTTACCAGTCTCCAG 
GAAAAAGCACCAATAAGTGTTGTTATGGGCTCTGCAATTGGTATTGCAACCAATGGTACCATCCTGAGTC 
AGATAATTTTGTACCGAAATGCTCGTGCCACAGAAGAGAAGAAAAAGAAGTAGAACAAGAAGATGCGGTG 
TCATCTGTCATCCTCAGCAGGTGGTGCAACTGGCCAACTTCACAAGTTCATCAGTACTTAAGGTGTCATC 
TTTCTTCGAGTGTAGCTGAA 
 
>0431-94-(6-16-06)_G01 
CATGAGCGTCAAGAGCTTGACAACTTCTTGGCACAGTATTTGTTAGTTTTGTGCAGTTTCAAAGAGCAGC 
TTCAGCAACATGTCAGAGTCCATGCCGTAGAGGCTGTCGTGGCTTGCCGTGAAATAGAAAATACCTTACA 
GGCCCTTACAGGAGTAAGCCTGGGTGAAGGCACTGGTGCAACAATGTCAGATGA G GATGATATGCAG 
ATGGATTTCTCTCTCGATCAATCTGGTGGTGACGGGCATGACATGATGGGATT TCCACTGCTTCCAA 
CAGAATCTGAAAGGTCACTTATGGAGAGAGTTCGGCAGGAATTGAAGATTGCTGAAACAGGGTTTTAA 
GTCAAAAATTGAAGATGTTAGGGAGGAAATATTAAGAAAAAGAAGGGCAGGGAAATTACCAGGTGACACA 
ACTACAGTGTTGAAAAATTGGTGGCAGCAACACTCAAAGTGGCCTTACCCAACTGAGGATGACAAGGCAA 
AACTGGTAGAAGAGACAGGGTTGCAGCTGAAGCAAATTAACAATTGGTTCACAAC AAGGAAGCGTAA 
TTGGCACAGCAACTCTCAGTCTGTTACCTCTTTAAAGTCC 
 
>0433-94-(6-27-06)_D06 
ATATGTCATAAATGGGGTCGTTATATTCTTTGCTTGGCTGGTTGCCAGAATA TCC GTTCATGTATCTT 
TTTTACCATTTCTACTTGCACTATGATCAGGTAATAACAATACCTGTATATGT CACCTGGTGAATATTG 
TATCTGTTGTACATCTGGCAAGCACACCTTATGTTTTATCTAAAACTAACATATAAAAAAGGTTGCACCC 
AATGCACAAAGCTCCCACTTTTGCAGGTTCTGGGAGAGGTCATGGTGGGTACTTACCCCCATTTAATG 
GAAAGGCTGATTCCTGGACTTGAAGCCTCGACCTGTTGCTTTTGGTGGAACAACTTACCTTCGCACCTA 
TGCACTAACATATGAGAAGCTTAATTTGCCAAATTTTGTTGCATCTTGTTTTTAATCATGTCAGAAATGA 
TTGGGTCACAGTCTCCACTTTGTGCATCATAATTAATGATTCATTTCTCACCAAGATGATGGATGAAAGG 
AATTAGTCTTTAGGACTGCAGTACTATTTAGTTTGATTTTAGGTCCTGACTTTTGAAGACTTTCATAATG 
CCATCAACCAAACATGTTTATGCGGAAAATTACATATCATAAAATGGGTTAATAGCATGGTACTCCACCG 
ATAGACACAATATTTAGTGACAGTTATTGGTAGATAAAGAATGTTTGCATGGATCTGTCACATACAAACT 
AAATTGATATCCAGATATTTCCATTTTTTGGTATCCATTTGCTTAACTGAATG AACTTGGCCAATATGC 
AGAATCATTATGTATTCATGTTATTGTTCTCTCACAAAACAGGTTAAGCAGTTGC GACCTTTGGGTTAT 
TTTTAGTATCTGTGGTGCCATTGGTGCTAACTGTCATGAACTTGATGTGGTCGC AAGATAGTCAAGGG 
ATTAAAGAAGACAATAGCCAAGACGCAGTGAAGGACACATCAATTACTGACATT TGACTGCAAACGTGA 
TTGGAAGGCTTAAACCATTATCATCATCGGCTTC 
 
>0434-94-(6-16-06)_B02 
GAATTCCACAACTGGGTATATCGATTATGATAAGTTAGAGGAGAAGGCCTTATTTCAGGCCAAGGTTG 
ATCATTTGTGGTGGGAGTGCATATCCAAGGGACTGGGACTATGCTAGGTTCCGTTC ATTGCTGACAAAT 
GTGGAGCACTTTTGCTTTGTGACATGGCTCACATTAGTGGTCTTGTTGCTGCTCAG AAGCTGCAAACCC 
CTTTGAGTACTGTGACATAGTGACAACCACAACCCACAAGAGCTTGAGAGGTCCC GCTGGTATGATC 
TTCTACAGGAAGGGGCCAAAGCCAGCCAAGAAGGGCCAGCCAGAGGATGCAGTTTACGATTTTGAAGACA 
AGATCAACTTTGCTGTCTTCCCAGCCCTTCAGGGTGGTCCTCACAATCACCGATTGGTGCACTTGCTGT 
TGCTTTAAAACAGGCCATGACACCTGGCTTCAAGGCCTATGCCAAACAAGTT AGGCCAATGCAGTTGCC 
CTTGGAAACTACCTCATGGGCAAGGGATACAAGCTTGTCACTGGAGGAACTGA CACCTTGTTCTCT 
GGGATCTTCGCCCTCTTGGCTTGACTGGCAATAAGGTTGAGAAGCTCTGTGACT CAATATTACTGT 
GAACAAGAATGCCGTGTTTGGTGACAGCAGTGCCTTGGCTCCTGGAGGAGTACGAATTGGTACCCCGGCC 
ATGACTTCAAGAGGGTTGGTTGAGAAGGACTTTGAGCAGATAGGCGAGTTCTTCAC GAGCTGTTTGTG 
219 
 
 
TCACCTTGAGCATCCAAAAGGAGCATGGAAAGCTATTGAAGGACTTCAACAAGGGCCTGGTGAACAACAA 
GGACATTGAAGCCCTCAAGACCGATGTTGAGAAGTTTTCATCCTCCTTTGACATGCCTGGCTTCCTGATG 
TCTGA 
 
>0436-94-(6-16-06)_D02 
ACCCCCATAATCGGAACTTTCGCCTCCAAAATATAAACCATGCATTCCCGTTTACCCTTCGTTTTCCTC 
TGTATTTCCCAATCTGCACTCTCCTATCTTCTCGCACAACATCCTTAATCGGAG TAACCACACTTCCGC 
TCGTTTCTGCTCTCGCTAGCAACAGCTACAACAACCCCTTTTTTTTCTCTAACAATCTAATTTT 
TCATTCACAAAAAAAGTGTGCATATTTCTAACCATGGACTCGACCTCATCCAAGC GAGCTTCCTGAGAA 
ACATTTTTGTACGCTTACTCTTATTCGGACTTTTCATCATAGCCGTCCGATTCACCTACGTCGTAACCGT 
CACAGGCGAATCATGCACCGTTGGTGACTTCTGTTTCTTCTCGTTACCTGAATCTTTCAATTTCGTCATC 
ACAACGAGTACGAGTCCAGAAGCTTCCTCGGCTATTTCAGTCAAACCATCCA GGTGGTGTTAGCGACC 
TCTACACCAGCAAAGATTGGATCAAGGCCGTCCATTTCTACTCCTCGATTTTCCAAGATCTTATCGCCCA 
CGGTTACCTCTCGCCGGACTCGAAGTCTTTAACCGTAGAGACACGAACCGGAC GGAAGTCTACGCTTTG 
AGACAAATCGGAGTCGAGGACTCGATCGGTATTTTTAAAAAAGCCTCGGGTCTTT GTAATTAAAGCGC 
CACAGAACCGAATCCCGTTCGACAACAACACGTTTGACTTCGTTTTCATCGG GAG GAAAACTCGACAA 
CGCGTCTCGGCCGTTGGATCTGTCTTCGGAGATCGTACGGACAGTAAAGCCCGG GTTTACGTGGTGGC 
CCACATAGTCCCCACAAAAGATACGTATAGTTTCAA 
 
>0437-94-(6-16-06)_E02 
TGAGCAAAAATGGTGTTGGCTCAGTTAGGAGGGAGCATATCGCGTGCTCTTCAGCAGATGAGCAATGCGA 
CCATCATCGACGAGAAGGTCTTGAACGAATGCTTGAACGAGATCACTCGTGCTCTTCTTCAATCCGATGT 
CCAATTCAAGCTCGTCCGCGACATGCAGAGCAATATCAAGAAGATCGTCAAC TCG CGACCTCGCCGCC 
GGTCACAACAAGCGCAAGATCATCCAGCAAGCTATATTTAATGAACTCTGCAAAATGCTGGATCCTGGGA 
AGCCTTCTTTCACTCCAAAGAAAGGGAAAACAAGTGTTGTTATGTTTGTAGG T CAAGGGTCGGGAAA 
AACCACAACATGTACAAAATATGCATACTATCATCAGAAAAAGGGCTGGAGGCCTGCCCTTGTGTGTGCA 
GATACATTCAGAGCTGGTGCTTTTGATCAGCTGAAGCAGAATGCCACTAAAGCTAAGATTCCATTTTACG 
GAAGCTATACAGAATCAGATCCTGTAAAAATTGCAGTGGAAGGTGTGGAAACATTC GAAAGAAAATTG 
TGATCTGATAATTGTTGACACCAGTGGGCGTCACAAACAAGAAGCTGCTCTT TTGAAGAAATGCGTCAA 
GTTTCAGAAGCAACGAAACCAGATCTTGTTATCTTTGTTATGGACAGCAGCTTG TCAGGCTGCATTTG 
ACCAAGCTCAAGCTTTCAAGCAAAGTGTTTCAGTTGGAGCTGTAATTGTTACCAAA TGGATGGGCATGC 
AAAGGGAGGTGGTGCTCTTAGCGCTGTTGCAGCAACAAAGAGTCCTGTTATATTTA TGGAACTGGAGAG 
CATATGGATGAGTTTGAAGTTTTTGATGTTAAACCATTTGTCAGCCGTCTCT 
 
>0438-94-(6-16-06)_F02 
GCTCTAATTGATGGTCTTTGTAAAAATAATAGCATCCAAGCAGCCAAGAAGCT TTTGATGACATGTTGG 
ACAAGGGTATGATTCCTGATAAAAATGTTTACACCGCTTTAATTGATGGGACTTA AGCATGGTAATAT 
CCAGGAAGCTTTGAGTTTGCGAGACAGAATGATTGATTTGGGTCTGGAGTTATC GCCTGCCTATACT 
TCCTTGATTTGGGGATTTTCCCAATGTGGTCAGGTGCAACAAGCAAGAAAGTTTCTT ATGAGATGATAG 
GGAAGGGTATCATTCCTGATGAGATTCTGTGTATATGTCTATTGCGGAAGTATTAT AGCTAGGGAATAT 
GGATGAAGCTATTGATTTGCAAAATGAAATGGTGAATAGGGGTCTACTTACTGGC GTGGTGATCTTGAG 
GTTCCTAATTTACGAACTTGAGAGAGAACAATTTTGGTAATCCTTAGTTTGGGGCTCCATTGAATATTTG 
AATCAGAACCCCATAATAATTGTACCTTTTCCTAAGTGTAAGTACAAGGACCCAAGAATACAAAGTTCCT 
CACTGGTTTCTGACTAGATGGCATGATGTTGCAAAATTGTGGGTTCTTTCTGG CT GCCATGCAAATTC 
TCCCACAGAATGGGGTTTTGGTTTAAAGTTCTCAAGTGACCATCATCAGAGAA TCAACCTTTAATTTTC 
TGTCAAGCTGGGTGGTTCCTGCGCTGGAAGGATGTTATGTCTGGGCTCAACTAAGTAATTTGTGTGGAAT 
CAATCAAGTGAGAGCATTTGTATGTATCCAAGAAACAAGTTCAGTTGAATTG GTGTTGCTTTGATTGCT 
AGGAGAAGCAAGGGAAGATCAATGCCACATTCATTCCTGTATCTTGGGTTCTTCTAGTATGCTATG 
 
>0439-94-(6-16-06)_G02 
CTACTTCTTCTTCTTCTTCTTCCTCACTGGTCCTCCTCGTCCTCCTACTCTG AGCGCGTGGCACATGAT 
CCCCACCCTATCCTCCGCCAACATAGAAGCCTATCCTTCAATCCCAGGAACCCAA CAACCACGGACTTT 
TCAAACAATGGCGAGCTTGATCTTGTACCGGTTCGCCGGGAGGTCTACGGCGGCG C GAATCATCGATA 
TTAGCCACCGGTTCACGCCGGACATGCCGTCGTGGGAATCGGTTGATGGGGGGTCA TTTCTGTGGCT 
TCCGAAGAGCATGAAGAATGGCTCGCTCGCTAACAACTCGGAGATGAAGCTTCCCACTCATACGGGTACT 
CATGTTGATGCCCCGGGACACGTGTTCGATCACTACTTCGACGCTGGCTTCGATG CGACACGCTCGACT 
TGGATGTGCTCAATGGTCAAGCATTGTTAGTTGATGTTCCAAGAGACAAGAACATAACTGCTGAAGTTAT 
220 
 
 
GAAATCCTTAAATATCCCCAGGGGAGTACGTCGTGTCCTTTTCAGAACTTTAAATACTGACAAGAGGCTT 
ATGTTTAAAAAGGAGTTTGACACAAGTTATGTGGGATTTATGAAAGATGGGCACAATGGTTGGTAGACA 
ACACAGACATCAAACTTGTTGGAATTGATTACTTATCTGTTGCTGCCTATGATG TTGATCCCATCTCA 
TCTTGTCTTGCTGGAAGACAGGGAAATCATCCTTGTGGAAGGCCTAAAGCTCGATAACGTCCAGCCAGGA 
ATATACTCTGTCCATTGCTTACCTCTAAGGTTGCTTGGTGCTGAGGGATCACC ATAAGATGCATTCTCA 
TCAAATAAATAATAGTT 
 
>0440-94-(6-16-06)_H02 
AAGTACATAGGAGCCTAGCTGAGCAGGCTTTTAGGCAACAAGCAGAGGTGATTTTAGCTGACGGACAGTT 
GACAAAAGGCAGAGTAGAGCAGCTTGATGAGTTGCAGAAGCAAGTTGGCTTGCCTCCACAATATGCGCAG 
AAGATAATAAAGAGCATAACCACTACGAAAATGGCAGCTGCCATTGAAACAGCTGTAGGTCAAGGAAGGC 
TTACAATAAAGCAGATAAGAGAACTTAAAGGAGCAGGTGTAGAATTAGATAGCATG TATCTGAGAGCTT 
GCGAGAGAACCTCTTCAAAAAAACTGTGGATGAAATTTTTTCATCAGGCACT AGAGTTCGATGAGGAG 
GAAGTCTATGAAAAAATCCCATCAGATCTCAGCGTCAATGCTGATAAGGCAACGTGTTGTTATTCAGC 
TTGCACAAAGTAGATTATCAAACTCTTTGATTCAGGCCGTGTCCCTGCTAAG AGAGAAATCAAAAAGG 
AGTGGTTTCTTCTCTTAATGACTTATTGGCTTGTGACAAAGCTGTACCTGCCA GCCTGTGTCATGGGAG 
GTGCCAGAGGAGCTAGCCGATCTTTATACTATATACCTCAAGAGTGAGCCAGCACCAGAGAAACTGTCTC 
GGCTGCAGTTTCTGTTGGGGATAGATGATTCAATGGCAGCTGCTCTCCAGGAGATG GGATAGAAATGG 
TCCTGTTGGTGTAGAAGAAGAGAATTTTGTATTTTGAGTGTGGTAAAGGCAC TTCAAGGGGCAAATGGC 
TCATTTTATCTGCCTGTTTACTTTGACAAAGGGAGAGAAAATCGTATGTGGTG T AAGACAAGAGTTTG 
ACGAAATCTGGGTAGCAAGTTCTCAATGACATCAAATGAAATTCAAGA 
 
>0442-94-(6-16-06)_B03 
 
>0444-94-(6-16-06)_C03 
AAGAGAGATGCTTCTGCTAAGCCAAGCTCCAAACCTCTCAGCTAAGCGATGTT TC CTCATCCTCTCCG 
CTTAACCCCAAATTCACTAACCCAAAACCCTTCCTCTTCTCCAACCGCAAAC CTCACTTCCACTT 
CAAAACCTCTCAATCTCACTCTAGCAAAACCAGAAGGAGGCATCGATTCCACTCTGCAACCAAACCAAC 
CACACCTTTTCACAATGACCAAACCGTTTTTGTGGGCCAAGAAAACGTTCCTTGGAAGGTGTCATTCAG 
TTCGATAAACCCACTTCGGATTCTTCTTTTTCTTCACGTTTGAACAAATGGGG C GGTTGCTTTGCTTG 
CTGGTGGGGATGTTTTGGCTTTGCTTTTGTTCGCTGCAATTGGAAGGTTTAGTCATGGTTTTACTGTTTT 
TGACACTGAGACACTGCGCACGGCTGACCCTTTTATTGCTGGGTGGTTTTTAG GCTTACTTCCTTGGA 
GGTTATGCGGAGGATGGCCGTGGAATTAATGGTCTTTCAAAGGGTGTCATTGC GC GCTAAGTCATGGG 
CGCTGGGAATTCCATTGGGAATAGTTATAAGGTCTCTATCATCAGGCCATTTT CCCATATAACTTTAT 
ACTAGTAACAATGGGAAGTACTGCTGTTTTACTCGTTGGATGGAGAACAATACTGTACAACCTTCTGCCC 
AATGATAAGAGCAACAAGAGTGATGTATATCGCCGTGGCAGCCCATTTGAAC G TTGAGTTGCTCACAT 
CATTAGTACGAAGGTGGTGATGATGAAAGCCATTTGCTGTGTGCTTGTAGCA C TATCTTCCACCAAGA 
CATTAGTTTTCTCAATTTTGTCTTCTTGTAATCCTTGTACTGACCAGCTGTAAA AACATGTGAGCAAT 
ATCTTGAATTGATTTATATGCTCAATG 
 
>0445-94-(6-16-06)_D03 
ATCTGAAAATTTCAAATTTTTTTAAAATATCTCAAACGCAGAGAGAGAGAGAGAGACTGAGAAAACTCTG 
AGAAATGGAGAGAAACACACCAGTAAGAAAGCCTCACACATCCACCGCCGAT TG TTACCTGGTCGGAA 
GTCCCTCCGTCTGAATCTCCGGCCACTGTTTCCGGCGCTCGCTCTCACCAGC GT C ATAAGATCAGCA 
AAGTCCTCCATGGAGGTCAGCTCACTGATGAAGAAGCTCAGAGCCTATTGAAA CGA GCCATGTTCAGG 
ATATAAATTAAAAGAAATTACTGGTAGTGGTATATTTGCGGCCAACAGTGAGGAT GTACATCGGAATCT 
GATGCAGCCAGAACAGGACTACGTGTTTATCAGCAAGCTGTGAATGGAATTA TC AATTTCATTCAGCG 
TGGAAGAGAGTGTTTCACCCAAGAAGCCTACCTCTCTCCCTGAGGTAGCAAAGCAGCGTGAATTAAGTGG 
GACATTGCAAAGTGAGTCAGACTTAAAGAATAAGAAGCAAATATCAAATGCC GAATAAGGAGCTCAGT 
GGACACGACATCTTTGGACCTCCTCCTGAAATTGTACCTCGGTCAGTGGCTGCTTCACGCACCTCAGAAT 
CAAAAGAAAGTAGAGACATGGGGGAACCTGCACCTCGAAATTTACGCACGTTGT AAGGTTTCAAATCC 
TGCTGGAGGTCAAAGTAATATTATGTTTAGTGAAGAACCGACTGTCAAGACAGCA AAAAAATACATAAC 
CAGAAATTTGCCGAGCTGACAGGCAATGATATTTTTAAGGGAGATGTTCCTCCTGGATCTGCTGAAAAGC 
CACTGAGCACAGCTAAGCTGAGAGAAATTAGTGGCAGTAACATCTTTGCTGA G  
 
>0446-94-(6-16-06)_E03 
GTTGCTTGATACAAAGACTGGCAGCAATTTGCTTCAATGGCCAGTGGAGGAGGTA ATAGTTTGAGATTG 
221 
 
 
AGCAGCAAAGAGTTTGACAAAGTGGAGGTCAAGGCAGGATCAGTTGTTCCACTAAATATAGTATCAGCCA 
CACAGTTGGACATTGTCGCAGAGTTTGAGTTGGATAAGGAGGCTTTGGAGAGGAC CTCAAAGCAATGT 
GGAGTTCAGCTGCGGCTACAGTCAGGGAGCAGCTCAACGTGGTGCATTAGGCCTTT GACTTCTTGTT 
CTTGCAGATGAGAGCCTTTCTGAGCAAACTCCTGTGTATTTCTATATTGCCAA GAACTGATGGCAATC 
TCACAACTTTCTTCTGTGTTGATCAGTCAAGGTCTTCTGAGGCAACTGATGT AATAAACAAATTCATGG 
GGGCTATGTTCCTGTACTGAAAGATGAAAAATTATCTGTGAGGTTACTGGTTGATCATTCAATAGTTGAA 
AGCTTTGTTCAAGGTGGGAGGACATGCATCACATCACGTGTTTATCCAACAAAGGCAATCTATGGGGCTG 
CTCGGCTATTTCTGTTTAACAATGCTACTGAGGCCACTGTTACTTCCTCACT AAGATATGGCAGATGAA 
TTCTGCATTCATACACCCCTTCCGTGCTAAGTGAAATGTTTATATTAATTAAAGA GAAGAAGAAGAAGG 
GAAAGGAACAGAAAGTGCTCCTGTGGCAATCTACATGATGCTGCATCAAA 
 
>0447-94-(6-16-06)_F03 
GAGATCGCATCGCATAACATTACATTACATTTCCCCAAAAAGCGAGAGAGAGCGCTCGCTCGGG 
ATAGTTCGTCGAAACGAACCGTGGCTTCCTCAGGTCCCACGCGAAGAAAGGCCGCCTCTTCTTCATCTTC 
ATCTTCCGCTACTACTTCTTCGGTACCCATACGAAGGGCGTCGTCGCAGTCT AG GATTACCCTTTC 
TGGCAGCAGAACTGGTTCATTGGATTTCTCTTCCTAATGGCTCTCGGATTCTTCGC CTCGCTCTTTTCC 
TCTTCCTCGGCCTCGATTCTGAGGACGGCTATGCCTCCTACGCCACCGCCTCTTCTT CTCTGAAGGCGT 
CGAGATTACTTATGGATCAGTTCTTAAGCTGATGCATGAGAGGTCCAAGTTTCGGC GCATTCTCATGAT 
GTGCCATATGGTTCTGGTAGCGGCCAACAATCAGTTACTGGATTTCCCAATGTTG TGATGCCAATAGCT 
ACTGGATTGTTAGACCTGAGCCTGGAACATCTGCCAAACAAGGTGACACCATCA AAGTGGGACAATCAT 
CAGGTTGCAACACATGAGGACCAGAAAATGGCTGCACAGCCATTTGCATGCATCTCCAATATCTGGCAAC 
CTAGAGGTGAGCTGTTTCGGGGGAGAATCTGAATCTGACACTGGTGATTATTGGAGGCTGACGATTGAAG 
GGAGTGGGAAGATTTGGAAGCAGGATCAAAGGATTCGGCTTCAACATGTGGACACTGGTGGCTACCTTCA 
TAGTCATGACAAGAAATACTCCCGCATTGCTGGAGGACAGCAAGAGGTCTGT G CCGAGAAAAGCGT 
GCCGACAATGTCTGGTTAGCAGCCGA 
 
>0449-94-(6-27-06)_G06 
CGTGTCCTTCGGGTCTCACAGAGTCACAGCCAAGCAAGCAAGCTAAGCTCAG TAGAAGATAGAGAAAAG 
ATAAAAGGTTTTGCAAAGATGGAGAGCATGCATAGCTTTTGGCAATTGGGTGAC AGCTTCGAGGACAAT 
CAAAAGTCTCGGAGGATCACAAATGGTTAGTGGCTGCTTCAAAATTGGCTGAGCAGACAAGGATAAAGGG 
CGAGCGCATGAATAACCTTGATCTCTCCAAGGGCCCAACTGAAATGAGGACAAG GAAGTTTGGGTTC 
CAGGAAGACAACAAATTTGAAAGCCTCAACTTCAACATGTTGAACTTGGACTCTAAATTAACTGAAAGTG 
TGAACAAAAGTTCTTCCCTCAGGAACGGTATTTATAATATGAATGCAGTTTATCAGAAAAACAATGCAAC 
CCTTATGGGAAACATAATGGGTACCAAGTATAGTGGCAATAACCTCATCAGCAAAGCATCCAACGACAAC 
ATCAGTAACAATAACTCCAACAACTCCACAGCCAACAACAACAATGAAAATCC CTCCAACAATGCAG 
TTGACAAAAGGTTCAAGACCTTGCCAGCAACAGAGACACTCCCACGGAATGA TG TGGGAGGATACAT 
CTTTGTATGTAATAATGACACAATGCAGGAAGATTTAAAGCGACAGCTATTTGGT GCCTCCAAGATAT 
CGGGATTCTGTTCGGGCAATAACCCCAGGCTTACCTCTGTTTCTCTATAATTACACTACTCACCAGTTGC 
ATGGAATCTTTGAGGCAACAAGTTTTGGGGGATCTAACATTGATCCAACTGCTTGG AAGATAAAAAATG 
TAAAGGCGAGTCAAGGTTTCCTGCTCAGGTGAGAATCCGTGTTAGAAAAATCTGC GGCTTTGGAAGAA 
GATGCCTTTAGGCCAGTCTTGCATCACTATGATGGCCCCAAATTCCGCCTTGAGCTCTCAGTTCCA 
 
>0450-94-(6-16-06)_H03 
AATGGACAAGTCGAAGTTTGGCAAGAGATATGAAGGCAAAGTGGCCATTGTACAGC TCGACTCAGGGC 
ATCGGCTTCTCCATTGCCGAGCGTCTTGGCTTGGAAGGTGCCTCTGTCGTCGTCTCTTCTCGCAAACAGA 
ACAATGTAGATGAGGCAGTTGAAAAGCTCAAAGCTCAAGGAATCAAAGTGTTGGGTGTCGTTTGTCATGT 
GTCAAATGAACAACAAAGGAAGAACCTCATAGACAAGACTGTTCAGAAATAT GGA AATAGATGTGGTT 
GTATCGAACGCAGCTGCTAATCCTTCAATTGATGACATTTTGCAAACTCAAGAATCTGTCCTGGATAAGC 
TATGGGAGATAAATGTCAAATCGTCCATACTTATTTTACAGGATGCAGCTGTCACTTGCAGAAGGGTTC 
TTCAGTGGTTATTATTTCCTCTTTTACCGCCTACCAACCACCAGCTACCATGGCTATGTATGGGGTGACT 
AAAACAGCCCTTCTTGGGCTTACGAAGGCCCTTGCAGCTGAAATGGCACCAAATACGCGTGTAAATTGTG 
TTGCTCCTGGTTTTGTACCAACAAGCTTTGCAGCATTCCTTACAAAAAATGTGC ATTAGAAAGGAGAT 
TGAGCAGAGGACTTTACTTAACAGGCTTGGTACCACACAGGACATGGCTGCC ACTGCCTTTTTGGCA 
TCTGATGAA 
 
>0451-94-(6-16-06)_A04 
AAATCAAATGGGTCTCGCTTTGCTTTTGCCTCTTGCTTTCTCTGCAGATTATTCAGGGTTATAAAGACTC 
222 
 
 
TGAAACTGCAAGAACTCTAAAGCTGGAGCAGGGGAATGCTGCTCATGAGGTCATTGT CAAGAGAAAGG 
AGTAGGGCTGCACAGAAGATAATTGAGGAGTATCTAATGCCCTTTGTGGAGAAA A CGATATCAAATGT 
CAAGAAGGTGTAGGCTTCACTCAGACAATGACCTTTACAGAGATCAGGAACA CAC AGATCCGTGTAGA 
AGTAAATGAATGGAAATGTGGATACTGTAGAAAAAGGTTTTATGAAGAGAATACCTTGATCAGCATTTT 
GACAATAGACATTATGATTTGCTGAATGTGAGTCACAGCAGGTGCTTGGCAGATGTATGTGGTGCATTGC 
ATTGTGACCTTGTGATGGACTCCACTCCTCGCAAAACTAAGTGCAATCCTGCTGCTGCTTCAAGGAATCA 
ACATCTGTGTGAGAGCCTAGCTGACAGTTGTTTTCCAGTCAATGAGGGTCCTTCAG AAGCCGCCTTCAT 
GAATTCTTCCTACGGCAATTCTGTGATGCCCACACTTGTAAAGGTGGTCAGAAACCCTTCTCTAGGGGGC 
ACAGGAAGACTAGAAATGTGTTCTACCTTATTGTTTCCATTTTGACTATGATGCTGTTGCTGCTTTTCTA 
CATCTTCATTTATATGCACCAGAGGGGAATGAAAGGGGGAACGGTACAGCTG AGCGCATCTCAAAAAGT 
GTGCAAAAGAAAAAGCCCTCGTAGTTGGTAATTTTTCCATAAACCATGATACCTGATTCTTTTTCTATAG 
GTTTCTGTGAGAGAGAGAATGAGAGGAGATGTATCGTATCGTTACAATTTAA A CAGTTGATATTTCT 
TGTTCCATTATCTGCATTTTTTG 
 
>0452-94-(6-16-06)_B04 
TCGGTTTGTTCTTAGGCTATTATCCTCTCCAGGCAACGCTCAGACTCTGAACTTGAATTCTGATGAGCAA 
GCATGCGTACGCTTTGACAAGTTTGGATTATGCATCTCTTGGTCTGCATGTCTTTTCATTTTTATGATGC 
AGGTATCTAGATTGAAGGTTTAAGTCTTACAGTCGGTGAGATATCAGAATTAG GGTGTTGCATTCCT 
ACTTTACATAATTGTTGATATCAGAGGCTTACCATAGCAGAGTATGTCCGATCAGCTCCTAGAAACTTTG 
GGAGAGGATTATTGCAAGAATTCTTTGTACTATGCCAAACTTGATTCTCGAAAGAT GCACTTTGAACTT 
GGGTTGATGACTGAGTTGGATGAGAACTTTAGACATCTGGATGTTCTAACAAAAAGTGTATGTTTAGG 
GGTTGACTCAATATATGGTTTCTTATCTCCTTCTGAAAGAAACTTAGGTCGATTAG GGGAGATTTCTTC 
TGTTTATCTTTGACTTGTCTTGCAGTTGAGCATTGAAAAGTTATTTTCTTCAC CAATACTCAGAAGT 
GAAAGGATCACCTACTTGGAACTATCACTCTTTCATCATTCTTCTGTATACAGTTAGTCATCGTGTGGCT 
CTTTTGTGAATGTGGTAAATGTGATGACTTGAGCAGTTAGTTTAGGCCTTTT GGTCAGCACGATGT 
TTTGGAGATCCACCAAACTCTAATTAGTATGTTTGAATGTTGAATGCGTTGAAC GATAGTAAAACAGGC 
CTATTATTTCTTCTTACCCTGCTTTATGTTTTCATGCTTGCAATTTGCTTTCTGATGTTTATAGCATATA 
CCATATGATACAATCCCAGGATGTTTATCCGCATTCTTTCC 
 
>0453-94-(6-16-06)_C04 
AAGTGGCCTTATTGGAATCGTACAGAAGGGGCTGATCACTTCTTTGTTGTGCCCCATGACTTTGGAGCCT 
GCTTTCATTACCAGGAAGAGAAAGCAATTGAACGGGGCATTCTTCCATTACT CAGCGTGCTACATTGGT 
TCAGACCTTTGGACAACGGAACCACGTGTGCCTAAATGAGGGTTCAATCACT TT CTCCATATGCTCCC 
CCTCAGAAAATGCAAGCACACTTGATTCCCCAAGAGACTCCACGGTCCATCT TGTCTACTTCCGTGGCT 
TGTTCTATGATGTTAACAATGACCCCGAAGGTGGTTATTATGCTAGAGGTGC A G CAGCAGTTTGGGA 
GAACTTCAAAGACAATGCACTTTTTGACATCTCAACTGACCATCCAACCACCTATTATGAAGACATGCAA 
AGAGCTATATTTTGTTTGTGCCCTCTGGGATGGGCTCCATGGAGTCCTAGGCTTGTT AAGCAGTGGTAT 
TTGGTTGTATTCCTATTATTATAGCAGACGATATTGTTTTACCCTTCGCTGATGCTATCCCATGGGAAGA 
AATTGGAGTGTTTGTGGCAGAAGAAGATGTCCCTAACCTGGATACAATTCTT CA ATACCACCAGAA 
GTGATTCTAAGGAAGCAGAGATTGCTTGCAAATCCTTCAATGAAATCGGCAATGATGTTCCCACAACCTA 
CACAACCTGGAGATGCTTTCCATCAGATACTGAATGGACTGGCTCGCAAGTT CTCATAAAAAGAACAT 
TTACTTAAAGTCTGGTGAAAAGCTTTTGAATTGGACTGCTGGACCTGTAGGG ACTTGAAACCTTGGTAA 
TAGAAGTGGTTTAGCATTGTATTATG 
 
>0454-94-(6-16-06)_D04 
GAGTGTTAAGAATGCTGAAGTTCCTATCAAGAGTTCGGATCGAGTTCAATGCCTTGGATCCACGCACAGC 
CTCGTGCATGGAATTCTTGGCACAGTGCAACGCTCCCAAGGCCAAAGAGTCC ACCCTGCTTGTCAAATC 
CAAGTCAAACGCAGAACCGACGACCACCCTCCCCAAATCACCGTCACTTTCGT AACGGAGTCGAAGAGG 
TTTACGACGCCACATCCACACCGGCCCAGACCATAAGGACTATGATTCTCGAAGG TCAGTTCCTCGA 
GACCGAGCAAATGTTCCGTGAAGCTGGTGAGGCTTGGCCTGTTTTTATCCCCG AGAGGAGCTCCGCCAG 
CACGCACCTGGCACCAAGCCGAGGAAAGCAGAAGAGAAGAAGCAATAAATGT CTTATCTGGTATACAT 
AGCTTGGGATCATTATGGATGGTGGGTGGTCAGATTTTGCTTCACAGAACATTTC TTTTTGGAAAGAAA 
ATGCCATGTCAGACATGATGTTGAACTATTCTTTTGGTTTGTGCTGCTAGCATGTTTGTTCTGCTTCACC 
ATGGATGCATCATCGGGTGAATCACTGTGATTTAATTGATTCCTCGCTGTATGA TGTGGATGTTGGGA 
AGTCTTTTTGCTCCTTTGATTCATCCTCTTATGGTCATAAAAGAAAGAGTTT TGCATAATAAGGGCAC 
GGTATGGGCACATTAAAAGGTCTTACTTGAAAAATGCCTATACTAGATAACA AG AAAGCTAGTCTGCA 
TTTCCCATGCACCAATTTGAATTTATATATTGACACAAGATAGCGAAGGACCAAT TTTTGCCTTTGGG 
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ATGGCTTGCAATATTAAGCT 
 
>0455-94-(6-16-06)_E04 
GAGACTTGCCTCCTCCTTTCAGCCTTCCGAAGGAAAGCCTGCAACAAGGATTTTAAGTCTTGCAAGTAGG 
GTCAGGAATGCTTTGAAGCAAGCTGACAGGCCTCAGTTTGTATCTGCATTTTCAA CAAACTGTGGTG 
ATGTGAGCCCAAATGTTCTTGGTGCATATTGCACAGACACTGGATTGCCTTGCGATTTTGATCACAGTAC 
CTGCAATGGTAAAAATGAATTATGTTTTGGTAGGGGACCAGGTTACCCTGATGAATTTGAGAGTACTCGT 
ATAATTGGAGAAAGGCAATTCAAAAAAGCTGTTGAACTGTTTGACAAAGCATCT AGCAGCTGAAAGGGA 
AAGTTGATTACCGACATGCATATCTAAATTTCTCCAGCCTTGAGGTCTCACTC TAAAGTGGGAGGGGG 
TCAGGAGGTGGTGAAAACATGCCCAGCTGCAATGGGCTTTTCTTTTGCTGCAG GACCACTGATGGTCCC 
GGAGCATTTGATTTCAATCAGGGAGATGATGAGGGGAATGCATTCTGGAGGG T AGGAACTTGATAA 
GAACACCGAGTCAGGAACAGGTCAAATGTCAGCTTCCAAAGCCTATTCTGCT GA A TGGGGAAACGAA 
GAAACCATATGACTGGGTACCCTCGATACTTCCAGTTCAAATTTTGCGGATAG ACAACTTGTGATTCTC 
AGCGTTCCTGGAGAATTCACAACCATGGCCGGCAGGCGCCTCCGTGATGCTT A ACGGTGCTTACTT 
CTAAAGGTCAAGGAAAATTTGACAGCAATGTCCATATAGTCATTGCAGGGCTGACCAATACATATTCACA 
GTATGTGACCACCATTGAGGAGTACAGAGTGCAAAGATATGAGGGAGCCTCC CG GTATGGTCCACAC 
ACACTTGATGCC 
 
>0457-94-(6-16-06)_G04 
ACCCACTTGGCGCTGGCTCCACCGTTACTGGTTGCTATGGCTAAGAATGATTGT ACGGGCGGTTGTG 
ATCTGAGTTCGTTGGAAGAGGTTGTGTGCGGCGGCGCTCCGCTTGGGAAGGAC T TCTCCGCTTTCCT 
CGCAAGGTTTCCGAGAGTTGCTATTCTGCAGGGTTATGGGCTTACTGAATCGAC GGAGGAGTGTTCAGA 
ACATGGGGTGCCGTGGAGAGTGTTCACTGGGGAGCAGCAGGGAAGCTTTCAGCAGG TTTGAAGCTAAAA 
TTGTGAACCCAGACACAGGTGATGCTTTGCCTCCGGGCAAGCAAGGGGAGCTTT TTAAAGGACCCGC 
GATTATGAAAGGTTATGTTGGTGATCCCGAAGCAACTTCTACCACCTTGGTAGCT ATGGGTGGTTGAGA 
ACAGGTGATCTTTGCTATATTGATGAGGAAGGGTTCCTTTATGTTGTAGATAGGCT AAAGAATTGATCA 
AATGTAAGGGATACCAGGTAGCTCCTGCAGAGCTGGAACATGTGCTTCAATTCATCCAGAGATAGTTGA 
TGCTGCTGTTATACCATACCCAGATGAAGAAGTTGGTCAGGTGCCAATCGCTTT GTGGTGAGACAACCT 
CAAAGCAACCTTGATGAAGCAGAAATAATGGATTTTGTTGCAAAACAGGTTGCACCATACAAGAAAATA 
 
>0459-94-(6-16-06)_A05 
TCCCCACACCACGAAGAAGAAGAAGAAGAGAACGACGCCCAAGTCTTTCTCGACGAATCCGACATCATCC 
ACGAAGTCCCACTCGACGAAGAAGATCTTCCTGATGCAGATGACGAAGCCGCCTCTGATGCTGAAGTTTT 
TGAGGAGCCTGATGATGATTCTGTGCACGTCTTCACTGGTCATACTGGTGAGCT TACACAGTTGCCTGC 
AGCCCAACCGATGCTACATTAGTGGCAACTGGAGGTGGAGATGATAAAGGGTTTCTTT GAGGATTGGTC 
AAGGAGATTGGGCTTTTGAGCTCCAAGGTCATAGGGATTCTGTTTGTAGTTAGCCTTTAGCACTGATGG 
ACAGTTGCTAGCATCTGGATCCTTGGACGGAATCATTCAAATCTGGGACGTACAGTCAGAAAATCTCAAA 
TGCTCATTTGAAGGGCTTGGAGGGGGCATTGAGTGGATCAAGTGGCATCCGAGAGGACATTTGGTATTAG 
CTGGCTCAGAGGATTGCACTGTTTGGATGTGGAATGCTGACAAAGGTGCCTTCT AGACATTTTCAGG 
ACATGGTGGCAGTGTCACTTGTGGTGATTTTACCCCTGATGGTAAACTAGTCTGTACTGGTTCCGATGAT 
GCAACTTTGAGGATATGGGATCCAAAAAGTGGTGAAAACATTCATGTGGTAAGAGGTCATCCGTATCATA 
CTGAAGAACTTACATGCCTGGCGATAAGCCCTGATTCTACGCTTGCCCTTACTGGTTCTAAGGATGGTTC 
CGTCCACATTGTAAATTTAACAACCGGGAAGGTTGTCAGTTCGCTGGTTTCGCACT AGATTCGATTGAA 
TGTGTTAGTTTTGGA 
 
>0460-94-(6-16-06)_B05 
AGTCTCTCTCTCTCTCCTCGCAAGTCATGGCCCAGTGGTCCTCAAGCTTCAGATAAA ATGAGAGAAAAA 
TTTACAACTGTTACACTTCTCAGCTCTTGAATTTCCGTGAGCTCAAATTTTTTCTTTTGTGTTTTTTTTT 
TTTTGGGTGTTGTGGAGGAAAAGAAGCATTTCTAGGGTTTTTGTGAGCTATAGTTTTGTGTGAAAAAGAA 
TGCCGGCGAACCGATCGAAATCTGAGAAGCACGATGCGGCGGCGAAGCCGGTCC G AGACCCGTACGA 
AGTGCTCGGTGTCTCCAAGAACTCCGCGGATCAGGAAATCAAAAGCGCTTATCGAAG ATGGCTCTCAAG 
TACCATCCTGACAAAAATGCAAATGATCCTAAAGCAGCTGATATGTTTAAGGAGGTCACCTTTTCCTATA 
ATATCTTGTCTGACCCAGACAAACGGCGTCAGTATGACACAGCCGGTTTTGA GCTGTTGAATCAGAAAG 
CCAAGAATTGGAGCTAGACCTTTCAAGTTTAGGAACTGTGAACACCATGTTTGCAGCACTTTTTAGTAAA 
CTTGGTGTGCCAATCAAGACCACTGTATCAGCAACAGTCTTAGAGGAGGCACTTAA ATTTGGTTACTG 
TTCTTCCACTACCATTGGGGCAACCTATATCTAAGAAGGTTGAGAAGCAATGTGCTCACTTCTATTCTGT 
CAGGATAACAGAAGAGGAAGCACGATCTGGATTTGTATGTCGAGTGCAATCGT TGA AAAAGCAAGTTC 
224 
 
 
AAGTTGTTGTATTTTGATCGGGAAGAGAATAACGGCTTAAGCCTAGCGCTGC 
 
>0462-94-(6-16-06)_D05 
CATTGTGACTCAAGCCTGGTCAGTGAGACCCCAACAACTCCAACAACAAAGC A CATATTCATCTTA 
GCAGGACAAAGCAACATGGCCGGACGTGGAGGCATGGTCAGCAACACCATTCGGCA ACCCACTTGGG 
AATGGGATGGCATTGTCCCACCCCAGTGCTCTCCTAACCCCTCCATTCTCAACTCAGTGCAAACCTGAC 
GTGGGTTTTAGCCCATGAGCCTCTCCATTCGGATATTGATGTCAACAATACTAATGGGATTGGACCAGGC 
ATGGCTTTTGCTAACTATGTGTTGGGTAAAGATCCTAATTTTGGGATCATTGGTCTGGTCCCTTGTGCCG 
TAGGAGGGACTAAGATAAGTCTGTGGAAAAAAGGGACTTTCCTTTACAAACAGATGATGAAGAGGGCTCA 
AGCTTCTGTGCAAAATGGTGGGACAATCCAGGCGCTTCTTTGGTATCAAGGGA TGATACAGTGAGT 
CAAGAAGATGCCAAATCCTATAAAGCAAAATTGGAGAAGTTTTTCTTGGACG CCGAGATGATTTGCAGT 
CTCCTATGCTCCCTATAATCCAGGTGGCTCTAGCATCAGGTTCAGGACCTTTT AAGAGATTGTTAGAGA 
AGCTCAGATGGGAATTGACCTAATGAACCTGCGAACCATTGATGCCAAGGAT TGCC CTTGAACCGGAT 
AACCTGCATCTAACCACGGCAGCGCAGGTTCAACTTGGGAAGATGTTCGCTA ACATTCCTTAAATTTC 
TACCCAGTGGTCCTATTGTGAGTCCTATTGGCAGTAGTGCACCTAGGAATTCTTCTAATTTTGTTGTTAA 
CATTTTGATAGCTCCATTATTACTATGTATCA 
 
>0463-94-(6-16-06)_E05 
TTTCAAGCAATTTTATGGGTCTGTGACCAAAACAGATTATCTGACAATGCGC G CTTCATTATGACT 
CATTGCAGAGGAAACCCAAAGTTTAATTTCCACAAGTACATGATTCGTGCCT AAGCTGATTTCAGGA 
AAGTCGTAGGAATAAGTTGGTATCTATGGTTATTTGTGGTCATTTTCTTGTGCTGAATGTGGCTGGTTG 
GCATGCGTACTTCTGGATTGCATTCATACCCTTCATTCTTCTACTTGCTGTGGGCACTAAGTTAGAGCAT 
GTAATTATCCAGTTGGCCCATGAGGTTGCCGAGAAACATGCAGCAATTGCAGG GCTTTGGTAGTCCAAC 
CTTCAGATGATCACTTCTGGCTCCATAGGCCCCGGATTGTTCTCTTGCTGATTCA ATCATCCTGTTTCA 
GAATTCATTTGAACTGGCATTTTTCTTTTGGATATGGGTTCAATATGGATTTGACTCATGCATAATGGGA 
GAAATCAGCTATATCATCCCAAGACTTGTTATAGGGGTATTCGTTCAGTTCGTC G AGTTATAGTACCC 
TACCACTATATGCAATTGTCACACAGATGGGAAGTTCATTTAAAAAGGCTATATTTGAAGAACACATACA 
A 
 
>0464-94-(6-16-06)_F05 
AACATGCAAAAGTCTGAATTCTTGAAAGCATTATCCGATATGTGGAAAGATTTT ACTCCCGTGTATTGC 
GGTATAAGGTATTACCTCCTCTTTGTGCAGAGCTTCGAAATTTGGTAATGCA CCAATGATTCTGCCCAT 
GGTTCTCACGATAGCAGAGTCTCAGGATAAAAATGATTTTGAACTATCAACGCT C GTCCCTTGTTCCT 
GTATTAAGTACTGCCGCAGGCGAGACGCTATTGCTGCTTGTGAAGCGTGCTACCTTATAATCAACAAGA 
CTAGTCAGGAGCACTTAATAGCACATGTCCTACCTTTGATTATTCGGGCTTAT ATGAAAATGATGCTCG 
AATACAAGAGGAAGTTTTGAGGAAATCTGCGTCCCTTGCAAAGCAACTTGATC CAGCTAGTGAAACAA 
GCAATGTTGCCTCGCATTCATGGCTTAGCTCTTAAAACAACAGTTGCTGCGTTAGAGTCAATGCATTGT 
TATGCTTAGGAGAGTTGGTTAACACACTTGATAAACATGCTGTTTTGGAAACTTGCAAACAATTCAACG 
TTGTACAGCTGTTGACCGTTCTCCTCCTACCCTTATGTGTACCCTTGGTGTCAAATTCAATACTTAAG 
CAGTATGGAGTAGAATTTGTTGCGGAGCATGTCCTTCCGCTAATCGCGCCCCTTCTTACAGCTCAACAGC 
TAAATGTTCAGCAGTTTGCTAAATATATGCTCTTTGTCAAAGATATTCTCAGGAGGATAGAAGAAAAACG 
GGGAGTTACTGTGACTGATTCTGGAATCCCGGAAGTAAAACCTTCCCCTTCTGTTAATGGGCTTCTGTCC 
CAAGAATCATTAAGCAAAGTAAGTGGAACTGTCAGCTCTAC 
 
>0465-94-(6-16-06)_G05 
TCGCACTCTCACTCGCACTCGCACGCGACCTTTGATTGAGCTCGCAAATGGCGCCGCGATCTTAGCTCG 
CAAATCGCTTCACGCTCTTCGTGCTCGTCAGCTCGCTGTTTCTGCACAAGCATTGCAGGGTTCAAACCAC 
TATGGACTGCGGTTCAATGCTCACCCATTCAGCACTAAAAATGATGATGAAATATGAGAAACTTACAA 
AAGAGATTTCAAAGGACTGGAATACTGTTTTTGAGCGAAGCATAAACACACTGTTTCTCACTGAAATGGT 
TCGGGGTCTGATGCTGACACTCAAATACTTCTTTGAGCCAAAAGTTACCATTAATT CCATTTGAGAAG 
GGCCCCTTGAGCCCTCGTTTCCGTGGTGAACATGCCCTCCGTCGATACCCAACTGGAGAGGAACGTTGCA 
TTGCATGCAAACTCTGCGAAGCAGTATGTCCTGCACAAGCAATCACAATTGGGCG AGGAGCGAGAAGA 
TGGTAGCCGGCGGACTACTAGGTATGATATTGACATGACAAAGTGCATTTATTG GGATTCTGCCAAGAG 
GCTTGCCCTGTTGATGCTATTGTTGAAGGACCCAACTTTGAGTATGCAACAAG TCATGAGGAACTTC 
TATACGACAAAGAGAAGCTTCTTGAGAATGGGGACCGATGGGAATCTGAGATGC GAACCTCAGATC 
TGAAAGCCTATATCGCTGAATGCTCCACCAATTGTTTCTCTGTAGCTGGATGCTTGCATCTCTTTACTTT 
TTGACA 
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>0468-94-(6-16-06)_B06 
AGCGAGGTGGACTTACTGAGAAGGTTGCAAGAGACAAGGTATTGGTCTTCCGCTTTGTTGATGTTGGGAA 
GCTTCCTCCTCCTGTGCTTCAATTTGTGGAAGTAGCATTCGGTTATACACCGATAATCTCATCTACAAG 
AACCTCGACTTTGGGGTAGATTTGGACTCAAGGGTAGCTCTGGTTGGTCCCAATGGAGCTGGTAAGAGTA 
CACTGCTGAAGCTGATGACAGGTGACGTGGTTCCTACTGATGGCATGGTTCGGC GCATAATCACCTTAG 
AATTGCACAGTTCCATCAACATTTGGCTGAGAAACTTGACCTTGAGGTGTCTGCCCTTCAGTACATGATT 
AGAGAGTACCCAGGAAATGAGGAAGAGAAAATGAGGGCAGCAATTGGGAAAT CTGACTGGTAAAG 
CCCAGGTGATGCCTATGAAGAATTTATCAGATGGGCAAAGGAGCCGGGTGATCTTTGC TGGTTGGCGTT 
CAGGCAACCTCAGTTGCTGCTGCTGGATGAGCCAACTAACCACTTGGATATAGACCATTGACTCACTG 
GCTGAGGCATTGAATGAGTGGGATGGGGGTTTGGTTCTTGTTAGCCATGATTTCAGGCTTATTAACCAGG 
TTGCCCATGAGATATGGGTGTGTGAGAATCAAGCTGTTACCCGGTGGGAGGGT ATATTATGGACTTCAA 
GGCGCATCTCAAGCGAAGGGCTGGTTTATCTGATTGAGGCCTTTAGGCGGGG TG ATCCATCATTTGAG 
AGAGTATTATTA 
 
>0503-94-(6-8-06)_C01 
TTCTCTTATAGATAGGGGTGGCCCCTATTGATAAAAAGATGAGCAAAACTCACTTGAAATGGGTTGATCA 
TGTTCTGACGAGAGTAAGTAAGAAAGTAACAAAGAGTATGACTTCAGATTGAATAGAATTGCAAAAAAGA 
ATACGTATGGTTGACCCCGAGTAGTCTGTTCAAGATCATAGCTGATTTGGTATTAA GCTTGGTTGTTGT 
TATTTTGGTGGCTGGAGAAAGCATCAATGAATTGCTCTAGTTGCCTGGAGTAAGCAGCTGCGATAGGAGC 
AGAAAACATTCTGTGCAAGTTCTTTTCACAGTTTCCTTGAGATCGTTCCAGTT TCGAATGCATGAGC 
CTGCTTCTTTAATGAAAGAAATGTCTGAATGAGGAAATTAAGATCATAATTT TG GTGGTACAGCTGTT 
GTTCAGCACACAGACCTTAAATATTGGTAAGAGAGTGCTTTCTGAGGATACATCCCCATTGCATTGACTT 
GATCCCTTAGGTAGCTCAACTGTAAACTTATAGCTTGTTATAGTTTGATTTTTT CCTGTTTGGAATGG 
TGGTGTAGCATTGTTGCTTCCTAGTCTGCTGGCAATTTGCAATTCTTTTTCGGTGTAATAAGTGCAATG 
TTGTTTTGAAGACACAAATGCTTTTCTGAAGGGTAAATTAATAGGGGAGTTCTTCATATGGTAACCATG 
TGTTTGTCCCATCAATGTGATCTAAGTAAAATTATATGCATAAAGCAGTTTTTTCAATATACATCTTTCT 
TACTTATCAAAAAAAAAAAAAAAAAAAGAACGAGGAAAAGTTAGCATTTGGTA A AAATATTGATGGG 
 
>0506-94-(6-8-06)_F01 
TACCTTCTTTCTTTGTCAGAGGTGCGTGGAACCAGAGCGGAAGAAACTCAAG CATGTTCACAGAATGT 
ACTTCATGGGTCCCAACACATTTAGAGAACCGTGGCATCTTCCTTACTCTCCTC CAATGCAATTATTGA 
AGTAGTGTATGAAGATGCATTTAACAGATTTATTGATGAGATTAACTCTGTT CATATGATTGGTGG 
GAAGGGTCAGTTCACAGCATACTTTCAGTTCTCGCATATCCTTGTGCCTGGTCCTGGAAGCAGTGGCGTC 
GAAGAAAAAAAATTCATCGCCTTCAGGAATATGTGAAGTCTGAATATGACCTCATGTCTGCGCTCATG 
TAGATCCCGAGCCCTATACAAAGGGATGAAGGTTGGGGCAACACCAGACTTGATGGTGGCATACATTGAT 
TTTTTCCTAGGAGGTGATGAGAAGCGATTGGACATGGTATCAATTATTCAGAAGAGATTCCCTATGTGTA 
TAATTTTTGGTGGGGCTGGAAGCTATATGTCACCTTATAACCTTCACAGTGT CATTGTTGACCAATCT 
TCTTGGCCAGCACGTCCCAGCAACTGTTTGGACACGTTTAGTTGCTGGTTTGAATGCTCAGTTGAGGACA 
GTGAGGCATTGCTCCATCCGCTCTGCACTTATGCCTGTTATTGACTGGATAAATAG CATGCAAACCCTC 
AGCTTGAGTTCCATGGGGTTAAAATTGAGCTCGGATGGTTTCAAGCAACAGCTTC G TTACTATCAGCT 
GGGTATTTTGGTAGCATTTGGTGA 
 
>0507-94-(6-8-06)_G01 
TTTGAGTTCTGGATCAACAACAGCTTTAACAGAAGGCATCCCGAGTTATCTGTTTGCTGAAAAGCTTGTT 
CCTGTAATGGTAGATCTTTTTCTACAGGCTCCAGAAATTGAAAAGCATATCATAT TCCCGAGTTAATTC 
AAAGTCTTGGAAGGTGTATGATGACCAGGAGGGACAATCCAGACAGTGCACTATGGAGATTAGCTGTTGC 
AGGCTTCAACCGCATTCTGGTTGATGATGTCAGCAGATTAACCTTAAATGGTGGACCAAGTTCAAGTATC 
AGTAAACCTGCAAGAACACGTATCTGGAAAGAAGTTGCAGATGTTTATGAAATATTCTTCGTTGGATATT 
GTGGGAGAGCTCTTCCTTCCAATTCTCTCTCACTTGTAGCACAAAAGGACGTGAGTTGCTTGAGATGAC 
CATCTTAAACATTCTTGGTGACAACATTCTTAAGTCACCGATTGATGCACCTTT GATATTTTGCAACGA 
CTAGTATCCACCTTGGACCGTTGTGCGTCACGCACATGCTCGTTGCCTGTTAGAC GTGGAACTTATGC 
CTTCCCACTGTAGCAGATTTTCCTTAACTTGCTTACAGAAGTTATTTACCTTGAGCAGTTACAGCAAAGA 
AACCAATCATTGGAATTTGACAAGATCTGAAGTCAGCAAAATCTCAATCATG GC CGTGACCAGATGT 
GAGTACATCTTGAACAGATTTCTCACTGATGAGAATGACTTAGGTGAACGCCC TTGCCAGCAGCTAGGC 
TCGAAGAAATAATATTTGTCCTTCAAGAACTGGCACGTCTGATTATTCATTCAGACACAGCATCCATCCT 
TCCTTTGCATCC 
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>0509-94-(6-8-06)_A02 
TTTCCTTCCTTCAAAACCCAGAAATAGTTCCACTCCCATCTCTCTCTCCAAACCCCACAAGCCCTTCACT 
GTCCAATGCTCCGTCGCAACTGCGTCGTCGAGAGACCATGCAGTGAAGTATGTGAAGGCGAGGCAGATCG 
TAGACAGCCGTGGCAATCCAACGGTGGAGGTGGATCTTGTTACTGATCAGCTTTACCGATCGGCAGTCCC 
CAGTGGAGCCTCCACGGGGATCTACGAAGCTTTGGAGCTTCGTGATGGTGACAAGTCCGTTTATGGTGGC 
AAAGGTGTTCTCAATGCTGTTAACAACATTAACCAAATCCTCGCTCCAAAGTCCTCGGCATCGATGTCC 
GGGACCAAGCTGATGTGGATGCTATAATGCTGGAAATTGACGGAACACCCAAGTCAAAATTAGGCGC 
TAATGCAATATTGGGAGTATCCCTAAGTGTGTGCAGAGCAGGTGCAGGAGCA A G GGTGCCCTTATAC 
AAGCATATCCAGGAAATATCAGGAACAAAGGAGCTTGTTATGCCAGTTCCAGCTTTT ATGTGATAAATG 
GAGGCAGCCATGCTGGAAATAGTCTGGCCATGCAAGAATTTATGATA 
 
>0511-94-(6-8-06)_C02 
CAGTGTCCTTTTTGCAAAACTGCGAATTATGCTGTGGAGTATCGTGGTGTGAAAACAAAGGAAGAGAAGG 
AATTGGAGCTGATTGAAGAGCAACGTGTCATAGAAGCGAAGATTAGGATTCG C GCGGGAAATTCGGGA 
TGAAGAAGAGAGAGTGCTGAAAAGGCAAGAACTCAGCTTCTCAAGTGGAAATATGG CCTGTGGCAGTT 
ACATCTTCTGTCGAAAGTGAGGAAATCATTGCTTCCCCAATGATTAGACCACCT CCACAACTCCCAT 
TACCTAGGACAAATCGGGATGATGAGTTTGACCTGGATCTTGAGGACATAATGGTC TGGAAGCAATTTG 
GCTTTCCATTCAGGAGAACAGCAGACACAGAAATCCTGTATATGTCGGTGCTCCT CTGAGCAATATGCT 
ACAGATCGCTATGTCTTACCTGCGATGACTACAGCAGCTGGATCCTCACCTTC C A CTGGAGGTCTTG 
CTTGTGCCATAGCTGCCTTGGCAGAGCGTCAGCAAATAGTTGGAGAATCTTCTG TAACCCTAACAGAAA 
TATGTCAGCAAGCAACATGCTTCCACAAGGTAGCAGGCTTTACAACAGGGACCAT A GATATAGAAAAT 
TGCCCAACTGCAGCGAGCTCCAGTGAGGCATCAACTGATGGTAGGATGACATTGAC AGGGATGATGGAG 
AATGTTATGGGGACCGTGGATCAGATGTGGTTGAAGCAGGAACCAGCTATGC AGC CTGATGCCACAGA 
AGATGCTTCTGCAATGCCACAAGCAGATGAAATGGTGGGCAACCTTCAAAAG 
 
>0513-94-(6-8-06)_E02 
AATATTATACATGCATAATCATCATCAAGATTGTTACACTCAGTCATTTACAAA GCTCTTGAAGGTTCA 
ATGCTAACATACAGCGATTAAACTTTATTTTTACAACAAAAAGGAGGATGCGGCAACAGGATTGGTATAG 
ATGCCTTGCAACCCAAGCAAGACTATCTTCTCTTATTAATTTATAGTTCTGGATTAGAGCTCATAATTCC 
AATTTCAGTTCTGCAAAAAGGACTCATAGTAAGGCCAATCTGAAATTATTGAGGATTTGGAGGACGGCCA 
TTAGCAGCAGAAACTCGGGATCCCCATTCCAGCAGCTCTTTGCTGGTGTCATCCT GTGCACAAATACTT 
CGATGAAACATAAAGAATCCTTTTGTGCGCCTGTTGCTGTTGCAATCGCTTCT TCAGTTCTTCCTCTGT 
ACGTACCTTGGCAGTCCAGCATTTGCCTTCACCATTGTGGATGGCATCAACA GGGCAGTGTAGTCCCAG 
TTCTTAATCACATTGTATGGGCCATCATGAATCTCTACTTCAATTGTATAACC CCATTATTAATCAGAA 
ATATAATGGTCCTTTGTCCACATCGAATCATTGTTGAAATGTCCTGAGCGGT A CTGAAAACTACCATC 
ACCGATGCAAGCAATCACACGCTTATCTTTGGCAGCCTGTGCATATCCAAGGTGGCACCTACTGACCAG 
CCAATAGATCCATACTGCATCTGGGAATTCATACCCGCAGTTCTCAGGGGAG C GCTTCTGACAGTT 
GAACCATGAGTCCCCA 
 
>0514-94-(6-8-06)_F02 
GAAACCAACAATGACTTCAGAGTAGAACTGCAAGGAGCTTGAGTTCGTGGAG TCAT TTCTAGGTACTT 
CACCATGATACTAAACGGGTGCACAATGCCCTCTGGGCGTGATTTTATGAGCCAG TTGTCTAAGACC 
ACCACAGCTAGTGGCTCATTTTTCACATGCAGTCCTTGTTTGCCTGCCAAATCTTCTCAAGCATAA 
GTTCACAGGGATCTCATCAAGAGGGTAAGCCACTCTTGCACCTCTCAGCTGCATCAACCCAACTTTTAAG 
CGGGGATCAGGGTAGCCTTCTACGCACAATCCCCTTGTTACCAAGGCGACAAAAATCTCGTATGACTCCT 
CAGGCATCCAAGGATGTTCCATACAGTTTCCGTTTCCCTCCAATGACCAAGAAGCCAAGATGGTGGTGGA 
GGACATTGGCATGCCTCCCCTATTTAATGCCTCTCCACGAGACATGGATGTAT C AGACAGCATATCA 
CCTGCACCCCTTCTTGGAAGACTTTGAATTCTTAACGTACCCATTTCTTGGAGCCATTGGGCGGTTGCCA 
AGCTGGTTCTTGATGGCATACTTTTTTGTAGCATATCTTGGAATTGTGAGAAGAAAGGAATGGCCTCACT 
TCTTCAGATTTCATGTGGTGATGGGTATGTTGTTGGAGATTGCATTGCAGGATAGGGACTGTGAGCCG 
CTGGATGCCACTTGCTTTCTACTGGGGTAAAGTGGGGATGC 
 
>0515-94-(6-8-06)_G02 
AAGGAAGCACTAGCAGTTCCAAGGCCTCTTCTAAGGCTTCACTTGATCAATCCCAGCCTTTCCAGAGAAA 
TGGTGCTATTGCATTACTTCTTGGTGCATTTTACTTGCTCAGTAAGTATGCCACTCACTGTACCTGGGTC 
ACATCAGAGGCATACTCATCTCCCTCAATTGTCTTGGCTGCAAGAGGTGCTCATGGCAACAGGGTCATCT 
227 
 
 
TTGATGATTATCGTGAGGCATACTTTTGGCTTCGACAGAATACTCCTCAAGA GCTAAGGTGATGTCATG 
GTGGGATTATGGGTACCAGATCACTGCAATGGGAAACAGAACTGTTATAGTG A AACACCTGGAAC 
AATACACACATAGCTACTGTTGGACGTGCAATGTCATCTTATGAAGATGAGCAT TGAAATTATGAGGT 
CGCTTGACGTGGATTATGTATTAGTTGTCTTTGGAGGTGTTACTGGCTATTCTTCTGTTGATATTAACAA 
ATTTTTGTGGATGGTGAGAATTGGAGGTGGAGTTTTTCCTATAATAAAGGACCT TTATCTTGTTAAT 
GGCGAGTACCGCATTGACAAAGGAGCAGCTCCCAAGATGTTGAATTGTCTAATGTAC AGCTGTCTTATT 
ATCGATTTGGAGAGCTGACAACAGAATATGGCAAACCTCCTGGGTATGATCGTGCCAGGGGGGTTGAAAT 
CGGAAACAAGGATATCAAACTGGAATATTTGGAAGAGGCCTTTACAACATCT TGGATTGTTCGTATT 
TACAAAGTTAAACCTCCTAATAATAGGTGGTGAGTCTTTTTCATTCTCTCTCTG A 
 
>0517-94-(6-8-06)_A03 
TTTGAGAGAGCCCCCAACTATCTTGAGGCCTACAGAAGGTCACTCAGAGCAGGAG TGTTGAAATTGCG 
GTGACAAAATTGCTTCTGAGATCATATTATGACATCGTCCGGAAGAACATTG GGACTCTATACCTAAAG 
CAATTATGCACTTCCTGGTAAACCATACAAAACGTGAGCTGCACAATGTTTTCATCAAAAAGCTTTACAG 
AGAGAATCTGTTTGAAGAGATGTTGCAGGAGCCTGAGGAGGTAGCAATGAAG GAA GCGCACTCGAGAC 
TCACTCCGAGTTCTTCAACAGGCTTTCAGGACATTGGATGAGTTGCCTTTGGATGCTGAAACAGTTGAGA 
AGGGTTACAGTTTTGGTGCTGATCCGACAGGGTTGCCAAGGATACATGGACTGCCA ATCATCGATGTA 
TTCTACGAGCAGTTCTAGTGATTCATATTCAGCATCTCCAAAAAACCCGAAGT ACGAAAGTCTTCTCAC 
TCAGGGGAGCTTCAGCCACCATTTTATGGTAACGCAGATTCTAATGGAAGTGGACGCTCTTACATGCCAG 
GTCTCTATCCGACAGTGGATGCATGAGGCATTTGAATTTGCTGTGTATTGGTCCATGTCTTATTAACAAT 
TACAAGGCATATATTCATTTGACTGCCCTGTCCAACTTTGGAGATGGTTGGAATTCGAAAGATGGTTGGA 
ATTCGACCTGCCAGGGCTGGCTCATCAGGGAGTCGGCATTTTCTTCTAACTAG TTTGTGCAAAGCCAGA 
TTTTGGTATTGCTTTCATCTTTATATATTTCTGTTTTGTTCCTCCAATATTATA AGGTTTTAATTTCAT 
TGTTTACAAGGGTCGAAAAA 
 
>0518-94-(6-8-06)_B03 
TGGGAAGAGAGGGACCCATTCGGCCAAGCAAGGAATTTGAGGTTCTAAGATT TGATGATGGACCTAGT 
GATGTGATTGGTTGATTTCATGATGCCCGATTGAGGTAAAATTGATTGGCCCCTGAGACTCAAGTTGTA 
AGGCAACCGCTGGATTCACAGGTGCATGAGACCTATGAAATGTAAGACACCC CT ACAGTGGTGCATC 
AGAAACTTCCTAGTAAGGTAGGCGATGCCGTGGCTGAAGCTGAAAGCAGGTCATT ACTATGTCAACT 
AAAAGACGGTACTTCAGCAACACGTATAAGATTGGCACACAAGCAAATAAACCAATGACAAAAAAGATCA 
ATGGCAATTCCTGGTGATTATGATTATTCGAGCAAAAGGATGCAGAAAATGCAACCATCATGGCAGCAAT 
TGAGATGAAAAGTGTAGTGACTCCAATCATCAACTTAACAGGTAACGACACAAGG AGTCCTCATATGAA 
TAACGTGAGGTAAGGATGCTCAAGAACGTAATTAGGGATGTTGAAGAGCAAATATTGCAATTGCGCTTG 
AAACCGAATAGGCCAGGCCTAATTTAGGACTTAGGTGGTTTAATTTATCATCTGAT GGTAAGAAAAGGC 
TATAGTTCCAATTAGTGTTGCAACCACCATAGATGATTTAGCCATATTCATCATCCACTCCTCTCCCTGC 
TTCCTTAACTTCTTGTGGCTCTTTGCAAATAAAACATATGGTGTTTCC 
 
>0519-94-(6-8-06)_C03 
AATTGTCAGAATGTCAGTCATGTGGGTTTGTCTTCTCTGACACATGGTGCTAGTACCTGCAACATCTTT 
TTCTAGCATACAGTCTTTCTGTGACTGCTGATCTAGCAAAATGTCTGCATAATAT TCCAGGTTGCAGTC 
TATTAAATTAGATGGTTGTTCAGTTACAACTTCTGGGATAAAAGCCATTGGA ATT GCTTGCGTCACTT 
AAGGAGCTGAGCTTAAGTAAATGCAAGGGAGTGACTGATGAATGCCTATCCTTCC TGTGCAAACACACA 
AAGAACTGAGGAAGTTAGACATAACATGCTGTAGCAAGATAACATATGCCTCTATAGATAGCATAACAAA 
TTCATGCACCTCCCTCACTTCTCTAAGGATGGAGTCCTGTAGTTTGGTTTCAAAGGATGCTTTTGTGCTG 
ATTGGACAGCGTTGCCGATTCTTGGAGGAATTGGATGTCACAGATAATGAAATTGAC ATGAAGGTTTGA 
AGTCCATCTCAAGATGTTCCAAACTTCTCACCTTAAAGCTTGGAATTTGCTCGAA ATAACCGATGATGG 
GCTTATCCATGTTGCAAATGGTTGTTCCAAGCTCAAAGAGCTAGATTTGTACAGA CCTCTGGAATAACT 
GACGAAGGCATAACAGCAATTGCTCATGGCTGTCCTGCACTGGAGATGATTAACATTGCTTACAACGATA 
AAATTACAGATACTTCATTAATATCCTTGTCAAAATGCATGCTGTTAAAAGC CTTGAGATTCGAGGATG 
TCATTCTGTGTCGTCAGTGGGTCTATCAGCCATTGTTATGGAATGTAGGCAACTTATGGTGCTGGACATA 
AAGAAGTGCACCAACATTAATGATAATGGAATGATTCCAGTTGCTCAATTTTCCAAAAACCTTAAACAGA 
TAAACTTG 
 
>0520-94-(6-8-06)_D03 
TAAACTTGATCATGAGCCATCATATTTCTCTCAAAGGCTTGCAGCTCTGACCTGGATTTGCTGGAGCA 
GACATTGCAAATGTCTGTAACGAAGCTGCTCTAATTGCTGCTAGGGGTGAGGGAACACAGGTCACAATGA 
228 
 
 
AACATTTTGAGGCAGCTATAGATAGGATCATTGGTGGTCTGGAGAAGAAGACA G TGATAAGCAAGCT 
GGAGCGACGCACTGTTGCCTACCATGAATCAGGTCATGCTGTTTCTGGCTGG TCTTAGAACATGCAGAA 
CCCTTGTTGAAAGTCACAATTGTTCCTCGTGGTACAGCAGCTCTTGGATTTCCCAATACGTTCCTAATG 
AAAACCTTCTCATGACTAAGGAGCAGCTTTTTGATATGACATGCATGACCCTGGTGGTCGGGCTGCTGA 
ACAGGTGCTGTTGGGGAAGATCTCAACAGGAGCCCAAAATGACTTGGAAAAG TG C AAGATGACCTAT 
GCTCAAGTAGCAGTGTATGGTTTTAGTGACAAAGTGGGCCTCCTCTCTTTTCTCCAAGGGATGATGCAT 
TTGAGATGACCAAGCCCTACAGCAGCAAGACTGCGGCAATTATTGACAATGA GTGC AGATTGGGTGGG 
CAAGGCATATAAACGCACAATCCAACTCATAGAGGAACACAAAGAACAAGTGGCTGAAATTGCTGAGCTG 
TTGCTTGAAAAGGAAGTTCTTCACCCAGAGGACTTGCTTCGAGTTTTGGGTGAACGACCTTTCAAATCAA 
GTGAGATTACAAACTATGATAGATTTAAGCTAGGTTTTCAAGAGGAAGATCGA GACTATAGAGACCCC 
TGCTAGTGCGTCTGAG 
 
>0521-94-(6-8-06)_E03 
ACCAAAACTGAAAAATGCAGAGAGCCCTGACTCTCAAACGCCTCCACCACCAC AC ACCACTTCAAACC 
CCTTACCACAACCACCACTATTATCCCTAAACCCCCTCTTAACCCCACCGCTTCCACTTCCACACAA 
CACCCTTTCTCCACCACCACCTCTTCCTCTCAGCTCCCCAAAATCAAATACCTCGC TGCACAGCTGGTC 
TCCTCTTCCGCGGCGCCATCATTTACGACTCCTTCTCTTTTCCCAAACACACA ACCCCAACAACCCAA 
TTCCTATGACTATAACCTCAAGCTCAACTTTAAAGTCTTTAGCCACCTCATTGAACTCAAACGCGAACGC 
GATGAACAAGCTTGGAACTTTTTGAAGACCCAGATTCGTGTTTACAGTCGAGAG TGTATTTTGCCAAAT 
TTGGGTTGATAGAGATACTCTCCAGGGACTCCTTGCACCGCATTCCTCCTTGTGGGGACGCTATAAGGGA 
GTGTTTGGAAGCTATTGATGAAATCCAGCAAGCTTTACTCCAACTCGACACTTCAATGGACATGTGTATG 
AGGAGTTCGGTTACCAAGTTCTTTTATTTCAGGAAATTCAAGTACTGGGTTGC CAATCGGAAAATCTA 
AGAGGGAAGTTTTGGATCTTTTCGAGTATCTTCAGAAGCTTGAGCAACAAAAAACCAGGAGGAGTAGGGA 
ATACTAAATAACACAAAGGTGAAGTGGGTTTTTTTTTTAGGACTTCAAGTTCAGTCTTTGCTTTTCGTTT 
AGTTTTTGTTAATGCCTTTGGATGTGCTCTCTTAACTCCGTAAATTTTTGTTAGA ATAAGTTGAGAGTG 
AGTGACAGAGAGGCTCTGAGGAA 
 
>0522-94-(6-8-06)_F03 
ATTTTGGCGAACGTCACGGCCCCAACTTCCACTTCAACGACAAATCTCCCTTC AT TCCCCAAACCAA 
CCGTCGCCTCCTCGTTTGTGAAACCAAAAAGATTGCCCAACTTTGGCAATGGAAGAAAGTGCAGACCCTG 
AGAACCAGCTGATGATCGAAGGAAATGTTCCAAAAACTATGCAAATTGATCCAAGAAGAGCTAGGTTCCC 
ATACTGCATTGTGTGGACACCCCTTCCTATTATTTCATGGCTGATTCCTTTCAT GGTCACATTGGCATA 
TGCAGAGAGGATGGAGTGATCTTGGACTTTGCAGGGCCCAATTTTGTGTGCGTG ACAATTTTGCATTTG 
GATCAGTAACCCGCTACCTTCAAATTAGCAAAGAAAAGTGTTGCATTTCTCCC A CTTCTGTTTACAA 
TAGTGAGGATGGATACATTCCGGATGAACCTGGACGAGAAGTATCGACATGG TGATGCACTACGAAAG 
AGCACTCAGGAATTCCAACACCGATCTTACAACCTCTTAACTTGCAATTGCC C CTTTTGTAGCAAACA 
ACCTAAACAGGTTGGGCCTTCATTCGGGTGGGTGGAATGTGGTGAACCTCGCTGCTCTCATATTCCTCAA 
GGGTCGTTGGGTGAGCACAGGATCAGTGGTGCGATCTGTCTTGCCATTCTTTATA A TTGCTCTTGGA 
CTTGCATTCGGGGGTTTGACATTCCTAACTTACTGGGCCTTTTTCACCTGCTTTCTTGTTGGTTGGTTTC 
TTCTGGGCACTTACTGTTTTAAAGATTTGATCCAGTTGTAGAATTTCTGTTACTTGAATACTTGGATGTA 
TAAAACTGCAGTTCAACAATTGTATTTTGATTCAGATACCTACATATGCGGAATTACTAGGGAATATTTT 
CA 
 
>0523-94-(6-8-06)_G03 
TCTTATATTTTCAGTGTTTTCTCCAGTGAATTCACTTAGCTATAATTACTACGAAAAAACATGCCCTCAT 
GCTGAATCAATCATTGCTTTTGCTGTCAAGACTGCAACGTTGAAAGACAAAACAGTTCCAGCAGCACTAC 
TCCGGTTGCATTTCCATGACTGTTTTATCAGGGGCTGTGATGCTTCTGTGTTGCTAAACTCACACGGGAG 
CAACAAAGCAGAAAAAGATGGGCCACCTAATCTTTCCTTGCATGCACTTTATGTCATTGACAGTGCAAAA 
AAAGAACTAGAGACTTGGTGCCCTGGCGTGGTCTCATGCGCTGATATTGTAGC CT GCTGCCAGGGATG 
CCGTTGTCCTATCTGGAGGTCCAAGTTGGGATGTGCCAAAAGGAAGGAAAGTGG AACATCAAAGGC 
TAGTGAAACAGTCAAATTGCCAGCTCCAACCTTCACCATATCTCAACTGCAAAAGCTTCTCTCAAAGA 
GGTTTGTCCTTGGATGATCTAGTGGCTCTTTCAGGAGGGCATACTATAGGAT TCCCACTGTTCATCCT 
TCCAAAAGAGAATCAACAACTTCAATGCCACGCATGACGCCGACCCCTCGATAAA CCAGCCTTTGCTGC 
AAAGTTAAGGGGTGTTTGTCCCAAAAACGGTAATTCAAAGAATGCCGGTACCACCATGGATCCCTCTTCA 
ACAACCTTTGATAACACGTACTACAAGTTGATCCTCGAAAAGAAGGGCCTGTTCT TCGGACCAAGCCC 
TGCTCAGTAATCCAAAAACGCAGAACTTGGTTTAAAAAATTTGCCACTTCAGGGAAGCTTTTAGCA 
 
229 
 
 
>0524-94-(6-8-06)_H03 
GCGAGTACCTTGAAAACTTGGGGCGTGGCAGCAAGCTTTGCGACACTTGCAAGTCCGTCTCGGCAGCGCT 
GTTCTGCCGAGTCGACTCGGTTTTCTTGTGCTTGACCTGCGACTCCAAGCTCT CGGCACGAGCGC 
GTGTGGATGTGCGAAGTCTGCGAGCAAGCTCCGGCGTCCGTCACGTGCAAGGCA ACGCGGCGGCTCTGT 
GCGTCACGTGCGACTCCGATATCCACTCGGCCAACCCGCTCGCCCGCCGCCA AGCG GTTCCGGTGGA 
GCCTTTCTTCGACTCGGCCGAGTCGGTCATCAAATCGGGCGCTCCGCTCACCGATTTGCTCGTGGTCCCG 
ACCGATCACAACGAGTCGCCAGAGGCCGGGTCGTGGATTCTCCCAAGCCAGA CTT GTGGAGGATCCGG 
ATGTCAAACCCGCCGACTTGCTCTTCACTGCCGAAATGGAACCGTTTCTCGA TCGAATACCCGAACTC 
GTTTCATAATTCGGGTACTGATAGTGTCGTTCCTGTTCAAGCTAAACCGGTTT CTCCGATTTCCGAA 
ACTTGCTTCGATATCGAATTCTGCAAATCCAAGCTCTCTGCATTCAACTATTC C CACTCTCTTAGCC 
AAAGCGTTTCGTCCTCGGAAGTTGGAGTTGTACCGGACGGGAATTCGATGTC ATTTCGTATCCTTT 
TGGCCGAAACATGAGCGTTGATCCGAACGTACCGGTTTCGGGGACTACGGCCCAGGCTGCGACTCAGTTG 
TGCGGGACTGATAGGGAAGCAAGGGTTTTGAGGTACAGGGAGAAGAGGAAGACC G AATTCGAGAAGA 
CAATCCGATACGCTTCGCGAAAAGCCTACGCCGAAACTCGGCCGAGAATCAAAGGC GGTTCGCGAAACG 
TACAGAAATGA 
 
>0525-94-(6-8-06)_A04 
TAAGATCAAACTTTTTGGGAACAAAGTTCACAATCTTTGATGGGCAGCCACCT ATGCAGGTGCCAAGAT 
TACAAAAAGCCGCTCCACTAGGATGGTGAATTCAAAACAAATTTCACCAAGGGT CCTGCTGGCAACTAT 
TCAGTAGCTCACATCTCATATGAACTTAATGTGTTGGGTTCCAGGGGTCCTAGGAGAATGCAGTGTACCG 
TGGATGCCATTCCTTCCTCTGCAATTGAACCTGGAGGAGTAGCCCCCACGCAGATG ACTTTTCCCTTGG 
AAATGTAGACTTCTTTCCCTCAATGCCTTTTCTCCGATCTAAATCACATCACATGGATACTTTCTCATCT 
GGACCACTGGCCAGTCAGAAAGATGGAGTTCTGGTATTAAAAAACAAGGCTCCA G GGCATGAGCAGC 
TCCAGTGTTGGTGTTTGAACTTTCATGGACGAGTGACAGTAGCTTCGGTGAAAAACTTTCAATTGGTGGC 
TTCTCCAGAAAATGGTCCAGCTGGACCAGAGCATGAGAAGATCATCCTCCAGTT GGGAAAGTTGGGAGG 
GACTTGTTTACCATGGATTTCCGGTACCCTATCTCAGCATTCCAGGCATTTA CTGTCTCAGCAGCT 
TTGACACCAAGATTGCTTGTGAGTGACACTTATGAACAGGAGAAGCATGGTTTTAAAGGTCATATATAGC 
AGGTTGTAATGCAATAAATTTGGAGAAGGTAATTGAAAATGGTGTAACAACTGC TCTCTGGAGAAGAG 
TCTGGGCCGATTTCTTACTTCTTTGGCTGGGATGTAGACCTTGTTGAAAGACCGC GAGTGTATGAATT 
TAAAAGAAAGTCTTGAATTTGGGAAGCTAGCCACCCAGCGGTCTCTGTATGA TC CCTGTTTGTGTAA 
ATAGTAGCTTTTTTTTG 
 
>0526-94-(6-8-06)_B04 
GAGCTAGACTACCAAACAAAACCAAGCAATAACACTAACAACACCACCAGCACCACA GATTAAAACTCT 
TTGGCATCAACGTCCAAGAAGATGAAGACCCCGTAGAGTCCACCAAATCCCC TCTGGGTCATCGGAATC 
AAGCTCTTTCCCTCCCTCCGGTGACCGGAAATACGAGTGCCAGTACTGTTGC GAGA TTCGCAAATTCA 
CAAGCACTTGGTGGGCACCAAAACGCTCACAAAAAAGAGAGGCAACAACTCAAACGTGCCCAGTTACAAG 
CCACCCGAAACGCCGCCGTTGCCTACGTCCGCAACCCCATAATCTCAGCTTTCGCTCCGCCACCTCACCT 
CCTCGCTCCGCCTGGCTCCGTCGTAGTACCAGGTGGCTCAGCTCAGCCTTCAT GGTGTATGTCCCACGC 
GCCGCACCGCCCTTCCACGTGTCACATGGGAGCGTGTTCACAAATAATGGTAACG TGCTGTTAGTGTTA 
TTTCTAGTAGTAATAGTAGTAATAGTACGAGTGGTAGAGGAGGATCAGGGATGTTATCGTATGGTGGTGG 
TGTAGGGGATTCGTCTGCATTTTCCATGGGCTCTCAGGTAGTACAGGCCCGTAC ATAACAGGGTTGAT 
GGGCCATCGTTGAGTAGGTTCTCCAAAGGCGATGGTGGGCCCAGTTTTGATAAGCATTGGGGCTTGGAC 
TTGCATCTCAGCCTTGCTCCGGCTGCACCTTAGGCTCGGCTCGGCTCGGCTCGGCTTGCCCTTGAATAGA 
TGATTTAAGGGTTTACCAAGTGGTTTGGGTTTGGCTCCACTCACAAGCTTGATGTTTATCATCTCAAATC 
GGATCTTGTACATTTTTCCACAATTATTTATTTATTTTTTTTCTCTT 
 
>0527-94-(6-8-06)_C04 
GAAGCTTGAATTTGGAGTATCTCACAACCAGATATTTGAGAGGCATTGTCATCTTCCATCATTCTTCCAG 
TTTCATTGAAAAGACTTCTTGCCTTTTTTTTTTTTTTTTTAAATAAAAAAACTTCTTTACTTTTCTTTA 
GTTATGCATTTGTCTGAATGATCACTTGGCCCACTGCACAGGACCCTGGCTGTCCAT TTACTGACCCTT 
TCCAAGTGAGCACACGTATTGCAGATAAATGCAATGATGGAACTTTGCTTCTACAGGTGATGCTACAATC 
AGAAGTGAAGGCCACTTTAACCATAAATGATGCTTGGCTTGATCTTCAAGATGG TTTGTTCATACCACA 
AAAGGTGATGGGAGACCAACTTCAGGCTTCTTCCCACTTGTCATCTCTCCAAT GAGCAGCAATCC 
TGTTCAGCATATGCTTAGAGATGTTGAATGCTGAAGATGAAGCTAAGGCACTGCGACCAGAGAGCATATT 
AAATATCAAATATGGCATTTCTGGTGATAGAACCACTGGAGCACACCCACCTGTGG TGTAGAATCTCCT 
GGACCTGAGGGTGCTAGACAGGACTTGATCTTCAGGAGTTCTCTTGTTTTGCAGAGGCCTGTGCTTGACC 
230 
 
 
CATGTCTGGCTGTTGGTTTTCTTCCTCTGCCTTCTGGTGGCCTTAGAGTTGGCAACTTGTTAGCATGGA 
ATGGAGGATTGAAAGGTTAAAGGATTTTGAGGAGAATGAAGTTTCTAAACACAATAATGAGGTGTTATAT 
GAAGTCGGTGCAAATTCAGATAATTGGATGCTTGCTGGGAGGAAAAGAGGGC TGTTTCTCTCTCCACAA 
AGCAAGGGTTGCCAAACTACTTTTGCCACTTACAAGATTTTGTTG 
 
>0528-94-(6-8-06)_D04 
CAATTGAAACAGGCACTGCTCTCAGTTTCTGCAGAGAGTATGTATGATTATCAAC CACCTGGAGTCCAG 
TATTGGATTCTGGCAGACCTATTCTAAGATCTGGGTTTGATCTTGCCAGAGA CT CTATCAGATGATGA 
CTTTCGGGAAGTACTGCATCGAAGATATCATGACCTATACAACCTTGCTGTG AATTGCAAGTCCCACCT 
GAGAACAACTCAGATGGACCAGATCAGTCTTTATCCACAAGTAATGAAACCGAC AAGTTGATCCAACTT 
TTGGTGGTATTGCCAAGGGGGTGGAAGCAGTTCTGCAGAGACTGAAGATCATTGA CA GAAATCAGAGA 
TTTGAAACAGGAGATCCAAGGGCTGAGATATTATGAACACAGACTCCTCATCGAGCTTCATCGCAAAGTG 
AACTACCTAGTGAACTACAATGTCCAACTTGAAGAGAGGAAAGTACCCAACATGTTCTTTTTTGTTAGAA 
CAGAAAACTACACGAGGAGATTGGTCACAAACATGATATCTGGGATGAATGCACTCC GCTTCACATGCT 
CTGTGAGTACCGGCAAGAAATGCATGTTGTTGAAGATCAGATGGGTTGTGAAA ATGCAAGTTGATAAC 
AGGGCTGTTCAATGTTTGGCTCCATACATGAAGAAGTTTATGAAATTGTTAACA TGCTCTTAAGATAG 
GAGCTCATCTAGCAGCTGGGATGGGAGAAATGATACCCGATTTGAGCAGGGAGTTGCCCACCTATCCGG 
CTCTTCCCTTCTTTATGGGGCAGGAGGAGCAGTTGCTGCAGGTGCTGTGGGGGC CAGCTATGGGA 
 
>0529-94-(6-8-06)_E04 
ATCTCCAAAGACAAAAGCATCGTTAGCGTATGGTTGCCGCTATCGTGCGCACCCAT TTCTCCTCTAAAA 
CGCCTAACCTTCACCACTCTTCTTCTCCTTCTTCCCCAATCCCAAAATCGCTG TA AGTTATCGCTCTC 
TCTCTCCTTCTCTGTTCTTATCACGCGCTACCAAAACTCTTCATCACTCTCT T T CTCACTTCCCAAA 
CCCTAATTTCCTCACGGGCAACTCTTTCTTCTTCCCCATGGAGCGATTCTGGAGTG AAGTGGCATTAAT 
AAGAACAAAGCAATGGTGGAGAACTTGCAGACTTATGGTGTGGTCAGATCGA AG TAGCTGAAGTAA 
TGGAGAAAGTTGATAGAGCTTTGTTTGTACCTGATGGGAATGCTCCTTATTATGACAGTCCCATGCCTAT 
AGGATATAATGCCACTATTTCTGCCCCTCATATGCACGCTACTTGCCTTCAATTGTTGGAGGACAATTTG 
CAGCCTGGCATGCATGCTTTGGATGTTGGTTCAGGAACTGGGTATTTGACAGC TGTTTTGCATTGATGG 
TTGGACCACAGGGTTGTGTAGTTGGCGTGGAACATATTCCTGAGTTGGTTTC TCG CAATCCAGAATAT 
TCAGAAAAGTGCTGCTGCTCCATTATTAAAAGAAGGTTCCCTTGCAGTGCATGTTGGCGATGGAAGGCAA 
GGTTGGCCAGAGCATGCACCTTATGATGCTATTCATGTTGGGGCAGCAGCACCAGAA TCCCACAGGCAC 
TTATTGACCAGTTGAAGCCTGGAGGAAGAATGGTTATTCCTGTTGGAAGCATTTTC AGA 
 
>0530-94-(6-8-06)_F04 
CGTTTCGAAAAGAAAAACACCAAAAACTCGCACCGGCGACTTCTCCGATCTGTCATCTAAGGTCCGA 
CCAATTCAACCCGATCTTCATTTGGAATAGTACAAGGTTAGGGACGATGAGTGAGGTGTTCGAAGGATAC 
GAGCGCCAATACTGCGAGCTCTCGGCGAATCTCTCCAGGAAGTGTACGGCAACTGGTGCTCTTAATGGCG 
AGCAAAAGAAACAAAAGGTTTCTGAGATAAAGGCTGGAATTGATGAAGCAGAATCTTTGATTCGGAAAAT 
GGATCTTGAGGCGAGAAGTTTGCAACCTAATGTCAAGGCTGTGCTTCTTGCAAG TGAGGGAATATAAA 
TCAGATCTGAACAATCTGAAAACCGAAGTCAAGAGAATTGTATCAGGCAACTTAA TGCTGCAGCCCGAG 
ATGAGTTGTTGGAATCAGGCATGGCAGATACACTCACGGCATCAGCTGATCAGA A AAGACTGGTGAC 
AACAACAGAGAGATTAGGCAAATCTGGAGACAGAATTAAGGAAAGTAGAAGAACC T CTGGAAACAGAG 
GAGCTTGGTGTTTCAATTCTTCAAGATTTGCATTCTCAGCGACAGTCTCTCCTG ATGCTAATAACACGC 
TGCATGGAGTGGATGATAACGTAGGAAGGAGCAAGAAAATTTTGACGAACATGTC AGGAGAATGAGCAG 
GAACAAGTGGATGATTGGCTCCATAATTGCAGTTCTTGTCATTGCTATTGCCT GATCTTGTACTTCAAA 
CTTAAATAGTCAGGAAATGTTCTCTTGTTGGGCTTGTGGGTGTCTCTGTGGTACACCGATTTTTTTAATT 
TCTTCTTATATTGTGCTTGGCTTGGTTTTTCTGGGAGCGTGCAATGAGTGAT ACATAAGATATTTAGCT 
GTTTAGTAACAGCGACATGG 
 
>0531-94-(6-8-06)_G04 
AGAGAGAGAGAGAGAGAGAATGATACAGGTACTCTATACCGTGATCGTGGCC AAATGGCTCTGATCCTA 
ACCCTCCTCTTCAGGACTCCATTGCGAAAGCTCGTCATCATAACCTTGGATCGCCTCAAGCGCGGCCGGG 
GTCCTATCATGGTCAAGACCATCGCCGCCACCGTCGTCGTCGTCCTCACGTCAG CTATAGCATAAT 
CAAAATTCAGCACCGTACGATCGAGGGTGGAGTCGCCAATCCGACGGACGAGGTCCTCCTGTCCAAGCAC 
ATGCTCGAAGCTTCTCTTATGGGATTCATGCTCTTCCTCTCACTGATGATAGAT GGTTACATTATTACA 
TCAGAGAACTTCGTTTACTTAGGAAAACCATGGAGGCTGCAAAGAAACAAATCGT TTTTGAGGATGG 
GAAGAATGGCAGTCCAGAGGAGCTTAAAGCCATGGGAGAAGAGATTGCTACAGGGCAAAGATCAAG 
231 
 
 
AAGCTGGAATCTGAATGTGAGACAAAAGCAAAGGAGGCAAAGACAGCAGAAGCTGAAGCTGAAGCTTTAA 
GAAAGCAATCTGAGGGATTCCTTCTGGAGTATGATCGATTGCTGGAAGACAATCA A CCTTCGCAACCA 
ATTAGAGTCAATTGACCAAAGTTTGACACAGCCCGATAACAAAAAGAATATTGAGGGAGCACATACCTA 
GTAAGGAACAATTTTCTAGGTCTATATCTATGTGTATGAGTACTTTAGAATTGCATTTAGGAGAAGGAAA 
GAAAATGCAGGGGTGCAGTTGTTACAATTGGTCTAATTATGTTTATATGCAA GCATGGTGAAAAGGG 
 
>0532-94-(6-8-06)_H04 
AGCTGTAGCAAAGCGAAAAAGCAATGTCCATGTCGATGCTCCAGCCATGCCT TCAGGCTCAACGCTTTC 
ATTCCCCTTCAAACGCACCGTTTTGGTGTGCTGCGCTCCGTCGCAGCAGTCCCAC GGCGCTGGTGAAC 
GGACCGTTGCTCGACGCTGGGGTCCTCCAGCGAACCGAGATCCGTTTCGGTC C TAGCAAAGGCCGCA 
TGGCCTCCGATACACTAGATCTTCTCAAAGATTGTCAATTGTCTGTGAAGCAAGT AATCCACGGCAATA 
CGTTGCGCAAATTCCTCAGCTTGCCAATTTGGAAGTTTGGTTTCAGCGGCCAAAA A ATTGTTCGGAAA 
TTGGTCTCTGGAGATCTAGACCTTGGTATTGTCGGTTTTGATACAGTCAGTAATATGGCCAGGGGAATG 
AAGATCTTATTCTTGTTCATGATGCTCTTGAGTATGGGGACTGCCATTTATCAC GGCTATTCCCAAATA 
TGGGATTTTTGAGAACATAAATTCTCTAAAAGAGCTTGCAAAAATGCCTCAATGGACTGCTGAAAAGCCT 
CTGCGAGTCGCTACTGGATTCACCTACCTAGGTCCTAAATTTATGAAAGAAAATGG CTAAAGTATGTGA 
CTTTTTCAACTGCTGATGGAGCACTGGAGGCAGCTCCTGCGATGGGCATAGCTGATGCAATTTTGGACCT 
TGTGAGCAGTGGAACAACACTGAGAGAAAACAACTTGAAAGAAATTGAAGGG AATTGTGTTGGAAAGC 
CAGGCTGTTCTTGTTGCAAGCCGGAAAGCATTGATCCAGAGGAAAGGTGCATTGGACATAACACATGAGA 
TTCTTGAAAGATTGGA 
 
>0533-94-(6-8-06)_A05 
AAAAGAAAAAAAGAGAAAAAAAAAAAAAAAGCAATGTCGGCAGCGGCAGCGAT C GTGGTGCGCGGCGG 
TGTCAGCCGTGATTCTGTTTTTTCTTCTCATTTCTCCATCGACTGCGATCTACTGCGACGAAGACGATTG 
CTATGATCTCCTCGGGGTTACGCAGAGTGCTAATGCTTCGGAAATCAAGAAAGCTT CTATAAGCTCTCT 
CTCAAACATCACCCGGATAAGAACCCCGATCCCGAATCGAAGAAGCTGTTTTGAAAATTGCCAATGCAT 
ATGAGATTTTGAAGGACGAGGATACGCGAGCCCAATACGATTATGCAATTGAAC CCTGAGGAGGTATT 
TTACAATACAGCTCGTTACTATCAGGCATATTATGGTCACAAAACAGATACCCGTGCTGTCCTTATTGGC 
CTTCTTCTTGTTCTCTCAGCATTTCAGTATCTCAACCAGTGGACAAGGTATATC GGCTATTGAAATGG 
TCAAGAAGACGCCTGCTTACAAAAATAAATTACGAGCCTTGGAACTTGAACGCAGTGGAGGAACAACAAA 
TAGGAAGAAGAGTAACAAGCAGACGAGCAAGTATGAACATATATCAAAAGCTTTTT TCTGTCATATAAG 
ATTCCATAGATGTCATTTTCTTGTATTGACAATCGTCCATCAATGTGGACACTTTATCCTTTCAAACTCT 
CCCATTTTTGGCTAATCCCTATCATTGGGCTTTCCATTCTATAATTTTCAAACT TGGTTAAAACAAAGT 
GAGTTATGTTCTTATAGCAGGAAA 
 
>0534-94-(6-8-06)_B05 
ACGATTCGATACGCCCACAATCCTATTCCTTCCCAAAACAAAGTGCGAGAAAAATA ACCTAGACAGTG 
AAAGAAACCAGAAATGGCTGCCTCATCGGACGATTTCTCGGTGTTGGTCCTG C T GGATCTTGGCGTA 
GATGCTCGACCCTTCTTGGCTCACAGACAAGGAGACAAAGAAGAAGAAGAAGA GA GAGCAAGAGAACT 
GGCATGATTGCTCTGACCAGTACCTCTTCCCCGACGAAGACTTCTCCGATCGATCTCCTCCAGTTCTT 
TCGCCTCCAAGGCTCAGACAAGCACGGCAACCGCATTTTCCGTGTTGTGGGAAAGTACTTTCCTGCTGTG 
GTTGTGAGTGGAGAGAGGCTGAAGAAGTATATTTTCCACAAAATATGCAGTGAAGTGCCAGAAGGGCCAT 
TCTGCATTGTTTACATGCATAGTACTGTGCAAAAGGAGGACAACTCCCCCGGAATGACTATCTTGAGGTG 
GATTTATGAAGAACTTCCCTCGAACATCAAGGAGAGGCTTCAAACTGTTTATTT A TCACCCTGGGCTT 
CGCTCAAGACTAGTTTTTGCCACTCTTGGCAGATTCTTCCTTAGTGGAGGCTTATATTGGAAAATCAAGT 
ATGTGAGCCGCCTGCAGTACCTTTGGGAAGATATTAAGAAGGCAGAGGTCGAGATTCCTGAATTTGTGAA 
AAACCATGATGACATTCTTGAGCATAGACCACTAACAGACTATGGCATTGAACCA CCCTTCACACTTG 
GCTGAAATTCCTTCCATGGCCTACTCATTTGGGAGGTATGAAGAGAGATGGGCATCAAGGGAGTATATGT 
CATAGTTTAGCTATTCTAAGAAGTA 
 
>0535-94-(6-8-06)_C05 
CAATTGATCAAGCAGAGAGACTCTGCTAATCAGGAGGCTCATATGTGGCGTTCT A CTTGCAAAAGCTA 
GAGAGCGTGTTGTTATATTAGAAGCAGCTGTTGTGAGAGCAGAGGAAAAGGTC GG TTGCAGAGGCGGA 
TGCTGAAGCTAGAATAAAGGAGGCAGTACAGAAAGAGTCAGCTGCTGTGAGGGAAA GAAGAGCTTCTG 
GCATATGTAAATAAGTTACAAACACAACTCCAAAGACATCATATTGATACTA GCAAGTTTTTGAGGAGA 
AGACCGAGTCTTGCTCAAGTATTGATAACACTCTTCCACTGACGAAGCATGTAGACTTGTCGGAGGAGAA 
TGTGGATAAAGCATGTCTCAGTGTTTCTAGGGCAGTCCCAGTTCCTGGGGAGAGT T GTCCACGTGGCA 
232 
 
 
GCAGATCAGGTCAACCTCCGGCCAATTGGAGATGGTGAATGGAGCGATATTCA GCAACAGAGGCAAGGA 
TAGCTGATGTAAGAGAAGTTGGTCCTGAGATTGAAGGAAGCAGCTTGGATACCTGTTGTTAGCCAACC 
AGTTAATAACCACCATGAACAAGGAGCAAACTCTTTTCATCAGCCTTGATAAAATATCCACAATTACA 
TAAACGAAAATTTTCAAATGTAGGGATTGGCACATATTCAGTTACAGGAAAT TG ACTTTCTCGACCT 
ATTTCTTTTCCTTTATTTCTTTCATGATTGAGCTATGAACAGTTTAAACTGATATCTATGTAATGTTATT 
TGATTCCCTTCCCAGTGGAGGACAGTTAATATAAAGTG 
 
>0536-94-(6-8-06)_D05 
ATCTGTGTCTTTTTAGACCTGAGATTACAGCAAAGTCCTCACATTCTTTTGAGGCTTTGAGAAAGAGACA 
CAGACACAGACATGTTCCTTCTTGATTGGTTCTATGGTGTCCTTGCATCTCTTGGC TATGGCAAAAAGA 
GGCCAAGATTCTATTCTTGGGTCTTGACAATGCTGGCAAAACCACTCTTCTGCACA GTTGAAAGACGAG 
AGACTAGTGCAACACCAGCCAACTCAGCACCCAACTTCGGAGGAGTTGAGTATTGGGAAAATCAAGTTCA 
AAGCTTTTGATTTAGGTGGCCACCAGATCGCTCGCAGAGTCTGGAAAGATTCTATGCTAAGGTGGATGC 
AGTGGTTTACCTTGTTGATGCCTATGACAAGGAAAGACTTGCAGAATCAAAGAAGG GCTAGATGCCCTC 
CTTTCAGATGAATCCCTGGCTAATGTTCCGTTTCTTGTGCTAGGGAACAAGTTGACATTCCTTATGCAG 
CTTCAGAAGATGAGCTACGCTATCATCTAGGACTGACCAATTTCACAACTGGC AG GAAAGGTGATCCT 
TACAGAGTCCAATGTCCGGCCCTTGGAAGTTTTCATGTGCAGTATTGTTCGCAAGATGGGCTACGGTGAA 
GGCTTCAAGTGGCTCTCCCAATATATCAAGTAGAGGTAGAGTAGGGGGATAAT ATTGGCACTGTATTCT 
TGTGGTAACCTTCTGCAATTTTGAAGCGCTTGACTGCAATGAGATTGGAAGA AAATCTTTTACTATTTA 
TTTCATTGGAATTGAAGGAGTTTCAACTGCATAATTTTTTTATCCATATAACG GCAATTTCAAATTTGT 
CTTTTCCAAACAAGCTTTGACATTGGGCTAT 
 
>0537-94-(6-8-06)_E05 
GCATTATTGTCTACCTTGATTGCAGGGTTGCTTAAATGGAGGACACTCAAGAAATAGAGGATAAAACATC 
TGAAGCAATTTCAGATAATGCATCACAAAAGAAAGAGGAAACTCGTGATGAAATGCTTGCTAGGCACAGG 
AAAGAGATATCACAGCTGCAGAACAAGGAAATTGGGCTGAAAAAGGCAGCAC AAGGTAGCAAGGCTG 
AACAGAAAGCTAAGAAGAAGCAGGTGGAGGAAGAGGTTTCTCAACTTTCTGTAAGCTTAAAGAAAACCA 
TGCCAAAGAACTTGCCTCATTAGGCTATACTGGCAGTAGTGGAAATGGAAAGGCACTATTGACACTTTG 
GTGAAAGCAATAGCTGGGGTTTCTGTTACTAGTCAACCTGACCAATCAAAGGATTCAAAGCCCAGTAAGA 
GTGCAAAGAGGCGAGAAAAAAGAGCTCAGGAAGAAGCAGCAAGAGAGCAAAGA T C GAAGAGCAGAG 
CAACATTATAAGTGATCAAATGGTTGAAAATGAGAAACTGGAAAGAAAGCTTG A CCCTTGGTTTGACT 
GTTACTGAAATAAAGCCAGATGGGCACTGCCTCTACCGAGCTGTAGAGGACCAGTTAGCCCTCCTCTCTG 
GTGGTTCATCTCCTTACACATACCAAGAGCTTCGAGAAATGGTGGCTGCTTATATGAGGAAAAATGCATC 
CGATTTCATCCCATTTTTCCTGTCAGAGAATGTGTTAGAGGGTGATTCTGAAA TCAGTTACAGAGAGA 
TTTGAGAATTACTGCAAAGAAGTGGAGTCAACTGCGGCATGGGGAGGCCAACTAGAGCTCGGTGCTTTAA 
CTCACTGCCTTAGAAAACATATCATGATATTATCGGGG 
 
>0538-94-(6-8-06)_F05 
TGTTTGCAAATTTTTTTACGTGATCTACCTGATTGTTTGAATGATGATCGGG G TGGAAATATTTATTA 
ATGCTAATAGACAACAAAGATCAATCATGGTTGGGCCAGCCTCATTTTCCCTATACTGTTTATTAAGTGA 
AGTTGCCATGAACCTTGATCCTAGGTCAGGTAAAACAGCTTGTTTCCTAGAAAAGCTGATTGAGTTTGCT 
GAAACAGACCGACAGAGACTATTGGGGCTTCATCAATTGGGATGTGTGAGGCTGAT AGGAAAGAGTACG 
ATGAAGCTGAACATCTTTTTGAGGCAGCTTTGAACGCAGGCCATATTTATTCTGTTGCAGGTTTGGCTAG 
AGTTGGTTACATCAAGGGTCATAAACTTTGGGCTTATGAGAAGCTCAGCTCTGTAA TTCCACTGTTACC 
CCACTTGGTTGGATGCACCAGGAGAGATCATTATACTGTGAAGGTGATAAGA GAAGGAGGACCTTGAGA 
AAGCAACTGAGTTGGACCCAACTCTTACTTATCCCTACATGTATCGGGCCGCTTCATCAATGAGGAAACA 
GAATGCTACAGATGCGCTTCAAGAAATTAATCGGGTTCTTGGGTTTAAACTTGC TTAGAATGCTTGGAG 
CTTCGGTTTTGCTTCTTTCTGGCACTTGAGAATTATCAGTCAGCCCTTTGTGACGTTCAGGCTATTCTCA 
CACTTTCCCCCGATTATAGGATGTTTGAGGGACGGGTGGCAGCATCCCAGCT GTACTCTTGTACATGA 
GCATGTAGATAATTGGACTACAGCAGATTGTTGGATGCAATTGTATGAGCGGTG TCTTCAGTTGATGAT 
ATTGGGTCTCTGTCCGTTATCTACCA 
 
>0539-94-(6-8-06)_G05 
AATGTGAGCTTACGTTACATCCCAGTTTCGTTTATGCAAACAATAAAGTCATTCA TCCTGCTACCACAG 
TTGTTTTGCAGTGGCTTGTTTGGAGAAAATACTTTGACTGGCGAATTTGGGC CTTTGGTACCCATTGT 
TGGAGGAATTCTTCTCACATCGGTTACAGAGCTTAGTTTTAATATGTTAGGA CT TGCTGCCTTATTT 
GGCTGTCTTGCTACTTCCACAAAAACTATCCTTGCCGAATCTCTGTTGCATGGAT CAAGTTTGACAGCA 
233 
 
 
TAAACACAGTGTACTACATGGCACCTTTTGCAACCATGATTTTGGCAGTACT C ATGCTACTCGAAGG 
AAATGGCGTTTTGGAATGGCTTCACACCCACGAGTCTCTTTGCTCCTCCCTCATCAT ATTTTCAGCTCC 
GGAGTGTTGGCTTTCTGTCTTAACTTCTCCATCTTTTATGTGATTCACTCCACAACTGCCGTCACATTCA 
ATGTTGCTGGAAACCTTAAGGTTGCAGTTGCTGTCCTTATTTCATGGCTGATATTCCGAAACCCAATTTC 
GGGTTTGAATGCCGTTGGATGTGCCGTGACACTTGTTGGATGTACATTCTAGGATATGTGAGGCACTTG 
CTCTCACAACAGCCACCAGGAACCCCTACCCCTCGAACACCCCGGACACCCCGG ACCATTAAATCGGA 
TGGAGCTGCTCCCCCTTGTAAATGATAAATTAGATGATAAAGTCTGATTCTGATGATGTTGAATGTGA 
GGATCCTGGCAGAGGTTAATAGGGGGGAAAAAAAGGTACAAAAGAAAAAACAGAC CTTCGATCTCTTTG 
TTCTGTAAACTTGCATCAGTTCACTAGAAAATTTTAATATATGCATTTTG 
 
>0540-94-(6-8-06)_H05 
TTGGCCCTTAAAATTGAGCCAAGACGTGCGTCAAATGCCCATTGCAAAGGAAC C TTTCCCTTAGAT 
ATCAAGTCTGTCTGGGAAGGCATGGAGGAATGTAAGAATCTTGGCCTCACTAAGGC ATTGGTGTCAGCA 
ATTTCTCTTGTAAGAAGCTGGAGGAGCTTCTTTCAGTCGCCAAAATTCCTCCGG TCAATCAAGTCGA 
GATGAACCCACTTTGGCAGCAGAAGAAATTGAAAGAGTTCTGTAAGGCAAAGGAT TTCATATCACCGCT 
TACTCTCCATTGGGTGCAAATGGGACTAAATGGGGAGACAATAGGATTGTAG GATGTCCTGGAAG 
AGATTGCTAAGGCACATGGAAAAACTACTGCCCAGATTTCTTTGAGATGGGTGTACGAGCAGGGGGTGAG 
TTTGGTTCCAAAGAGCTTTAACAAGAAAAGGATGAATGAGAACCTTCAGATCTTTGATTGGTCCTTGACT 
GAGGAGGAGTCGAGCAAGATCAATCAGCTTCCTCAGCGCAAGGGAGTAACGTTTGCCTCTATTTTGGGAC 
CCCATGACCTTGTGCTGGAGCTTGATGCAGAGACATGATGCTATAATCTTATTGG GATGCTTCAATAAA 
ATATATATATATATTAATAATTAGTGACACATCAGTTTGTAAGATTTATTTATATAATAAAACTTATAGT 
ATTTCTAATATCACTCAAATTCCAATAATGTTCTTGTCACGAGCTAATTAACGAATGATATGGAACT 
CTAGGATCTACCATGTATTAGTCATTGGTTTCCAAGCCATACATTAAGGCATGT GCTTTGA 
 
>0541-94-(6-8-06)_A06 
AGAGTCTGTGTCTCATCTCATCACTCCCAAATCCAATATCACCTTTACGTTCAA CCCAATCTCTCTC 
TCTTTCTTTGTATTGAAAAACGAGAAATAGTAGAAATGGCTGGTATCCGATGGCTCCGGAGGACCCAGA 
GCTCTCGTCTCAGCAAAGCCGAGGCGCAGTGGTCTCCGATCTCATCTCCGACGA GAGCGCTCCGTCGCC 
GCCGACTCCTGGTCCATCAAGAGCGAGTACGGCAGCACTCTCGACGATGACCA CGCCAGACCGACGCCG 
CTGACGCCCTCTCCGCCGCCAACTTCCCCCCCGCCCCTTCCTCCGATTACAGTTCTGACAAGGAGGAAGT 
AGAGGCTGAAGAAGCAGTGCAATCGATGCTAGGGCTTCAGAGTTATTGGGATTCTGCTTATGCCGATGAG 
TTGACAAATTTTCGTGAACATGGCCATGCCGGTGAAGTTTGGTTTGGAGCTATGT ATGGAATTAGTTG 
CTTCTTGGACCAAAGGTTTGTGTATTGACATTTCTCATGGTCAATTACCGAAT ATGTTGATGATACCAA 
GTCTGAGCTGGTTGATCAGGGTGATAAATATCTGTCTACATGGAGTGTTCTTGA AT GGGACTGGCAAT 
GGTTTGCTTCTTCAAGAACTTGCTAAGCAGGGGTTCTCTCATTTAACTGGAATTATAGTGAAGGGG 
CAGTTCAGCTTGCTCGAAGCCTTGCTGATCGTGATGGATTTGCCAATATTAT T TGGTTGATGATGT 
TCTTGAGACAAAGTTAGAAAGACAGTTTCAACTCGTCATGGACAAAGGGACTTTA GCTATTGGGTTG 
CATCCTGATGGCCC 
 
>0543-94-(6-8-06)_C06 
GGCTGAGGCTTTTTATTTTATTTTTCATACAGTGGTTGTTATTATTGATATTCAT GTTTGATTGGATGA 
AGCGTAATGCATATGCATATCTGTTAACTAATGACTGTTGGAACCCTGAATG TGGAATTTTATTTTTAA 
AGTTTCTCATAGGCTATTTGGGACTAGTCTGTTCCTCACCAGTTTACATTCTT CATGTGAAGCACTGCT 
ACATGGGAAGTTTGAGTATCGTTATGTTGAACGTTTGTTTCTTCCTTCCTTCCTT TTTTAATTTTAAT 
TCTTTGATTCTCCATTTCCCCAAATTCACAATGTTGCTGGAAGATTAAATATTGAGATATCTAATATTTC 
TCCTCCATATCTGCTGCCAATGATGACCCTATCGTAGGCTTGTACTGATTGCTTAGATGACTGCAACTTT 
TAAAAAAACTAAGGGCTGAGGCTTTTTGCTTTTATTTTTCAATGATTGTTTAATTGGGTGCTTGCATTCT 
AGCTTAACTGGTGATTCCTTATTTTTTTTTTAATATAATATTTTTTTTGTGGT TTTTAGTCACGCATTC 
CAGAGGTTTGCTGTGAGAACATCAAAGAGTATCGATGAAATGATTAACAAGGGT CATTTCCTGTTTTTC 
CAATCACTGTAGTTTCCATTAGTCTGCACTTCTGAGCATTATTTAATCACTGGGTGATGGTTTGTTCGTG 
CAGCTGCTTCGAAGCAGCGAGATGTTGCTGAGCAGGTGAAGGAATTCTCTAGAATTTCGAGTCATACAA 
AAATCAGTAATGCGCCGAGATGGAATTGGTATTGTGCCCATATGTATATGATTGCCCCAGATTCTTGTTC 
CTTCTTTGAGAGTGACGAAAATGAGTTAGTAATTTTAGGA 
 
>0544-94-(6-8-06)_D06 
ATTCCCGAAGAGCCATTGCTTGCTTCGAACCCGGACCGGTTCTGCATGTTTCGA CAGTACCCGGAGA 
TCTGGGAGATGTACAAGAAGGCCGAGGCCTCGTTCTGGACCGCCGAGGAGGTCGATCTCTCCGGCGACGT 
234 
 
 
TCGTCACTGGGAAAACCTAACCGACGACGAGAGGCACTTCATCACTCACGTGCTCGCCTTCTTCGCCGCC 
TCCGACGGCATCGTTTTGGAGAATCTGGCGGGAAGGTTCATGAAGGAGGTCCAGGTT GGAGGCTCGCG 
CTTTCTATGGCTTCCAGATTGCGATCGAGAACATCCACTCCGAAATGTACAGTCTCTTGCTCGAGACCTA 
TATCAAGGATTCGGCCGAGAAGAACCGGCTGTTCCACGCGATGGAGACCGTTCCTTGCGTGGCGAAGAAG 
GCCGAGTGGGCCTTGCGGTGGATCGACGGCGGAGAATCGTTCGCGGAGAGGCTCATCGCCTTCGCTTGCG 
TGGAAGGCATTTTCTTCTCCGGTAGCTTCTGCGCGATATTTTGGCTAAAAAAGCGCGGGTTAATGCCCGG 
ACTGACCTTCTCCAACGAGTTGATCTCGCGAGACGAAGGTCTCCACTGCGATTTCGCGTGCCTGCTCTAC 
ACTCTCTTGCGCAAGAAGCTGAGCGAGGAGCGCGTGAAGGGGATCGTCCGCGATG G TGGATATAGAGA 
GGGAGTTTGTGTGCGACGCGCTGCCCTGCGCGTTGGTTGGGATGAACGGCGACCTAATGAGCCAGTACAT 
CGAGTTTGTGGCTGATAGGCTTTTGGGCGCGTTGGGGTGTGGGAAAATCTAC 
 
>0545-94-(6-8-06)_E06 
AGTTGTACCCGCCATTAGTGAAGAGGATGAGGCATGCATCCAAGCCATGCTAATCTCCACCACGCAAATA 
TTTGGTTGGGTCCTAAAAGCAGCCACTGAGCTTGACCTGTTTGGGATCATTCCGGAGCAGGCCCCGCTG 
CTTGCATGACACCCACAGAAATTGCTTCACAGCTTCCAACACAGGACTCGGA GCGCCTTCTCGGTTGGA 
TCGTATGCTGCGCCTTCTTGCTAGTCACTCCGTTTTGACATGCTCTATCCAC CA TTGAAGATGGTAGG 
GTTGAGAGACTCTATGGACTCACACCAGCCTCTCAGTTCCTTTTTGAAAAAGG TAGAGGGTCCATGG 
CTTGTTTTTCAGCTTTCAATTCACACCGAGCCATTTACGAGGTCAGCATGCAT AAGGATGCAATCCT 
TGAAGGTGGGGATCAATTTAAGAAAGTCCATGGAATGCCCATGTTTCAGTAATG ACAAGGATCCAACT 
TTCAAGGAGATGTTCTTGAAGATAATGGATGATCATTCCACAATGATCATGAG AAATTCTTGAGGTAT 
ACCAAGGATTCGAGGGGCTAACGTCATTGGTTGATGTTGGTGGTGGAATTGA A CATGAATATGAT 
CATTTCCAAGAACCCTACCACTAAAGGCATTAACTTTGATTTGCCACATGTGATACAAAATGCACCATCT 
TATCCTGGGTTTCTTTCAACACTAGACATATATAAGGATTATTTTAAAGGCCCTCACATATGCATTGAGT 
GATCTAGTGCCTTATTATCTCTGAAAGAAGTTACTGCGTCTTTACGCCAAGGTTTCGTAACCAAGGAGC 
TTCTTGATCTTCATTG 
 
>0546-94-(6-8-06)_F06 
TATTCTTCTTGAAAGAGTGACACTTGTTAGTGAAGTTGGTGGTGCAGAACTGTC G GGGATTTTTCAGG 
CCAGAATTGCCATTTCTTTTAAGATATGGGTGTTGTTACTGTTGGTGAATTGA GCCAAGCATATCAGGA 
AAGAGGTCATTTCGTCCAAGTTCCAGTATAAGGCATGCCACAGAATGGCCAAT TGATGTTTCTAGCG 
ATCTTACTGTCGAAGTAGGAGCCTCAAGCTTCGCACTTCATAAGTTCCCCCTAGTTT TCGGAGTGGAAG 
AATACGAAAATTGTTGTTGGAAGCAAAAGAATCAAAAGTTACACGCATAAGTG CGCTGCTGTTCCTGGT 
GGACCAGAGGCATTTGAGCTAGCTGCAAAGTTTTGTTATGGAGTAAATGTTGAGATTACACTCTCAAATG 
TGGCTATGCTACGTTGTACAGCTCATTTCCTGGAAATGACTGAGGAGTTTTCAGAGAAAAACCTGGAAAG 
TCGAACTGAGGCATATCTAAAGGAGATGGTGCTCCCAAATATATCAAGCTCAATAACTGTTCTTCACCGA 
TGTGAAAGCCTATTGCCTATAGCAGAAGAGGTCAACCTAGTTAGCAGGCTTATCAA GCAATTGCAAGTA 
ATGCATGCAAGGAGCAGCTTACCTCTGGATTATTAAAGCTTGACCATAACTTCCCTGCAAAAACTATACC 
AAACATGGAACCAGAAACACCGGCAGACTGGTGGGGGAAATCACTCACAATGCTTA TCTTGATTTCTTC 
CAACGGGTTCTGACTGCAGTAAAATCCAAGGGCCTAAAACAGGATATGATTGCA AATTTTGATAAACT 
ATGCCCATAATTCTCTTCA 
 
>0547-94-(6-8-06)_G06 
TGTGGCACATCCACTGATACCTAGTATTATACAAGATGGCAATGGTTTCAATGG TTCTCGCTCCCTTC 
CTTAACCCCTCCTAAATTTCGCCGAGTCAACAGGTATTCGAGAGGTATGGCA CAAGTGTGAGTAAA 
GAAGCGTTAGGAGTGCGAGTGACAGAAGGAGAAGGCAACTTGCCTAAGGTTG GCTCACTTCTGCTGGGG 
GTAGTGAGGCTGATATATACTTATATGGAGGTTGTGTCACATCCTGGAAAGTTGCAAATGGCAAGGACCT 
CCTTTTTGTTCGGCCAGATGCCATATTTAATAAGAAAAAACCAATCAGTGGTG CCTTCCACATTGTTTC 
CCTCAGTTTGGACCTGGCCCAATACAGCAGCATGGATTTGCAAGGAATTCAT GGTCCATTGTTGATT 
CTGGAAACGTGGAAGGAAATCCTGTTATAACTCTAGAACTAAAGGATGGTCCTTACAGTCGTTCCATGTG 
GGATTTTAGCTTTCAAGCTTTATACAAGGTCATTCTAAATACAAAAAGCCTTTCCACCGAACTAACAATT 
ACAAATACAGACAATAAGCCATTTTCATTTTCTACTGCCTTGCATTCATACTTCCATGCTTCTGTAACAG 
GGGCATCAGTGAAAGGTTTGAAAGGGTGCAAAACTCTGAATAAAGATCCAGATC A AGAATCCCCTGGA 
GGGCAAGGAAGAAAGGGATGTGGTCACTTTTCCTGGATTTGTAGATTGTGTC ACCTGGATGCACCTAAT 
GAATTGCAACTCGATAATGGCTTGGGTGATATAATATCTATCAGGAACACATTGGAAGGATGCTGTTT 
TGTGGAACCCATATCTGCAGATGGAAGCTTGCTACAAAGATTTTGTTTGTG 
 
>0548-94-(6-8-06)_H06 
235 
 
 
GGTTCTCTAGTAAGAATCAGACCATGGCAACCCGTATCAGCTTCGCATGCTTTC TTTACTCCTCACAAT 
CTCAACCGTTGCAGAGTCAGGTTCAATAGGAATCAACTATGGCCGAATCGCC CAA CTGCCCACACCA 
ACCCAAGTGGTAAAGCTCCTCAAAGCCCAAGGACTCACCCGAGTCAAGCTCTATGACACCGACTCAGACG 
TTCTCACTGCCCTAGCCAACTCGAACATATCAGTAGTTGTTGCTCTCCCAAATGA CTCCTCTCTTCCAC 
AGCGAAAGACCAATCATTCGCTGACAATTGGGTTCAAGCCAATATCTCAAAAT T CCCCGCCACAAAA 
ATCGAAGCCATTGCCGTAGGCAACGAGGTCTTCGTAGACCCAAACAACACCAC ATTCCTCGTAGCCG 
CCATGAAAAACATTCACTCCTCCTTAGTCAAGTACAACCTGGACTCCGGCGTTAAAGTCTCGTCCCCTAT 
AGCCCTCAGTGCCCTCCAAAGCTCGTACCCATCTTCAGCCGGGTCGTTCAAATCCG CTGATCGAACCC 
GTTATCAAACCCATGTTGGATCTCATTCGCTCCACCGGGTCCTACTTCATGGTTAACGTGTACCCGTTCT 
TCGCTTACACTGGCAACTCGCGTCAAATCTCTTTGGACTACACGCTGTTCAAGGCA ACCCGGGTGTCGT 
GGATTCGGGTAACGGGTTGCGTTATAACAACTTGTTTGACGCTCAACTCGACGCG TTTTCGCCGCCATG 
TCAGCAATCAAATACGACGACGTTAAGGTCGTCGTCACCGAAACTGGCTGGCCCTCACTGGGTGACAGTA 
ACGAAGTCGGTGCGAGCC 
 
>0549-94-(6-12-06)_F10 
GGCCTTGGCGTCGCCGCCATGTCCTACGTGGCTATCGACTACCTCCGCCACATAT GC GACGTGGCACG 
CGCGTCTTCAGCCGGCACTGTGGTCTATTCTCGCTCTAGCTGCGGTGATTCTCC CTTCTACAAGCA 
CTGGTTCTCCGAGTTTCGTGCGGCCATACCATTTGTAGCTTCCATGCTCTTCATGCTCTCAGCTCTCCTC 
TTCGAAGCTCTCTCTGTACGCTTCGTCACCGCCGTGCTCGGCCTAGACTGGCAC GT ATACACGTCCTC 
TTCCGGACACTGGCCAGTGGTTACTACTGGCACTTAACGAGAAACTTCCCCA GT ATAGTTGAGATACT 
GAGAGCTCGTATTATTGGACTGCACCATTTCCTAATGCTGTTTATGATGCTGCAT CTCTGTACTATTT 
GACTCTGTAGAAGCTCCTGGCCTTGGCCTAGGTGCAAGATACATGTTCACCA GGCAATTGGACGTCTTC 
TTCGGGCCATATCATTTGTATCTACTATTTTGCCATCAGCCAGGCCTTGGTG GCTACTGCTCGCTTCAG 
AGTCCCTGCATATCCTCATCATTGGGCTCAAAAATATTATGTACCTTATGCCA ATGCTAATTCTATT 
CGCCAATTAATCCAATGGGATATAGCCTATGCTGATACTGGGAAATACCTTGGTGACTATCAGCCAGACT 
GGGGTTCAATGAGCTTCCTAATAGATTACCTGCGACCCACTGCTTCAGAAGGATCCTCATGGTTCAGTCT 
GCTAAAGAAAGCTGGAGGTGGCTGCAATGACCTCCTATACAG 
 
>0556-94-(6-12-06)_H10 
GATACGACCTTGCGGTCACCACTTTCTCTCCAGATGGTCGTGTTTTCCAGATCGAGTACGCTGCCAAAGC 
CGTCGACAACAGCGGGACTGTTATTGGAATCAAATGCAAAGATGGGATTGTTATGG GTGGAGAAGCTA 
ATAGCATCGAAGATGATGTTGCCTGGTTCCAATAGAAGAATTCATGCTGTTCATCGCCACTCCGGAATGG 
CTGTGGCAGGACTAGCAGCAGATGGAAGGCAAATTGTTGCCCGGGCCAAGTCTGA GC AGTAATTATGA 
AAGTACGTATGGCGAACCAATTCCTATCAAGGAACTTGCTGACCGTGTTGCTA A GTGCATCTGTGT 
ACGCTTTATTGGTGGCTGAGACCTTTTGGATGTGGAGTTATTCTTGGAGGCTATGACAGAGATGGACCAC 
AACTGTACATGGTTGAACCATCTGGTGTTTCATATAGGTACTTTGGTGCTGCAAT GCAAGGGCAGACA 
GGCAGCTAAAACAGAGATTGAAAAGCTGAAGCTTTCAGAATTGACTTGCCGCAAGGGGTTATTGAAGTA 
GCCAAAATCATTTATGGAGTACATGATGAGGCAAAGGACAAGGACTTCGAAT GGA TTGAGTTGGGTCT 
GTGATGAGTCAAACCGTCTGCATCAGAAGGTACCAGATGAGCTTCTACAGGAAG TAAGGCAGCGGCCAA 
AGCAGCCTTGGAAGAAATGGATGCAGATTAGTAGAGCATTGCCATTGTTAAC TG TTTTACATGGTTGC 
ATCTGAAATTGTCATTATATCATTCCAGAA 
 
>0562-94-(6-8-06)_H07 
AAACTATCATTGGGTGTGGATTCAATTATAGTTTAACCTCTGGGGTCACAGGTTTC GCATTGTTGGCCT 
TGGAGGCGGCAAGGCTTCCCTTGTGTCCCAATTGCATTCTTCTATTGGTGGAA TCTCCTACTGCTTG 
ATGCCATTTATTTATTCCCAAGACAATACCTCAAGCAAATTGAATTTCGGTAGTCATGCCGTGGTTTCGG 
GTTTTGGAACCGTGTCTACTCCCTTAGTACTCCACAAACCCCTACACAACCTACTACCTAACACTCGA 
AGCAATGAGTGTTGGCAACAAAAGATTGGAGCTAAGTAGTTCTTCTGCCTCTGGAGGCTCAAAGGGCAAT 
ATTTTCATTGATTCAGGTTCCACATTCACATATTTCCCAGCAGAGTTCTACTCCAAGTTCGAATCAGCAG 
TAGCAGCAGAAATTAATTTTCAGTGCATTGATGACCCAAATCACATTCTTAC TGCTACAGTAATTC 
AAATGATATACATGTTCCAGGTATCACAGCACATTTTAGCGGTGCAGATGTGA GC GAATCCAAACACC 
ACCTTCTATCAAACTACTGATGATATTTTGTGCTTAGCTTTCGCTGCTAGTGA CCATCCATCTTCGGTT 
ACTTGGCCCAGTCCAACTTGTTGGTAGGCTATGACCTAGTGGAGAAAACAAT TCTTTCAAGCCAACCGA 
TTGCACCAAGCTCTAAGCTGAAAA 
 
>0566-94-(6-8-06)_A08 
GGCCGCATACCAGCCAGTAAAGTAACATCTATTTCTATACAACTGTTAAGGAA G TGGACCAGATGCTG 
236 
 
 
TTTTTGAGCGTCTTTGCAATCTTCCAAAGGGGTCGACATGTATAGTTAATGCAGC AGCGAAAGAGACAT 
GGCTGTATTTGCAGCTGGAATGATCAAGGCAGAATTGAAGGGAAAACGTTTCCTATGCCGTACTGCTGCT 
AGTTTTGTTTCTACTCGCGTTGGAATTATCCCTAAAGCCCCAATTTTGCCAAAGGATCTAGGAATAAACA 
AAGAAAAGAATGGTGGTCTAATAGTTGTGGGGTCATATGTTCCAAAAACAACTAAACAGGTGGAAGAGCT 
CAGACAACAATGTGGCCAGATCTTAAGAAGTATTGAGGTTTCTGTTGATAAACTTGCAATGAGGTCTGTA 
GAAGAGAGGGAAGAGGAAATCAGTAGAACAGCAGCCATGGCAGATTGTTTTC AGGGCTCATAAGGACA 
CTCTAATACTGACCAGTCGGGAGCTCATCACTGGAAAAACTCCTTCTGAGAGTTTG AGATCAATTTCAA 
AGTGAGCTCAGCACTGGTGGAAATTGTTAGGCAGATCACTATAAAACCTCGTTA ATTCTTGCAAAGGGT 
GGAATTACCTCATCAGATCTTGCTACAAAAGCCCTTGAAGCAAAATGTGCCAAGATAGTTGGACAAGCAT 
TGGCTGGTGTTCCCTTGTGGCAGCTAGGTCCTGAAAGTAGACATCCTGGAGTTCCATACATTGTTTTCCC 
GGGTAATGTTGGTGACAGTAAAGCGCTGGCCGAAGTTGTGAAATCTTGGGCTCGTCCCCTTAGACTTTCA 
TCTACAAAAGAACTTCTTTCTAA 
 
>0567-94-(6-8-06)_B08 
TCTCTCTCCAAACCCTACTACCTTCACCACCTCACCCAAACCCTCTTTCTCCCT TTATCACACTACT 
CCTCATTTTATCAAATTTCCCAACACATCCCAAACCCCAACCCACCTCATTG AACCCCTCACCACCC 
ATTCCCCACGCTCTTCTCTCTCATCCATCATCCCACGCGCCACCGCCAACCC TCCT CTCCCCCACCTC 
AACCACCCAAACATCATTCCACGGCCTCTGCTACGTCGTCGGCGACAACATCG CACCGACCAAATCATC 
CCCGCCGAGTACCTCACCTTGGTCCCCTCTAACCCCGCCGAGTACGAAAAGCTCGGCTCATACGCCCTAA 
TCGGCCTCCCTTCCTCTTACACCACGCGGTTCGTTGAACCAAACGAGAACAA TCCA ATACTCCATCGT 
GATCGGCGGCTACAACTTCGGCTGCGGCTCGTCTCGTGAGCACGCGCCCGTGCT TTGGCGCTGCTGGA 
GTGGCGGCGGTGGTGGCGGAGTCGTATGCCCGTATATTCTTCAGGAACTCGTGGCGACGGGAGAGGTTT 
ACCCTCTGGAATCGGAGGGGAGAATATGTGAGGAGTGTAAGACTGGTGACACTA C CATTGAGCTCGC 
GGAGAGCCGTCTGATCAATCACACGACTGGGAAGGAGTACAAGCTGAAGCCATTG GGATGCTGGGCCC 
GTCATCGAGGCCGGTGGCATTTTCGCTTATGCGAGGAACACTGGCATGATTCCCACTAAGTAATTCAGCC 
TAGAATTTCAGAGCTTTTATAGGAGGTGCATTGCAGGAGGCTTTCAGTTGTACGGA GCTAGTGGATCCT 
TTCTTCCA 
 
>0568-94-(6-8-06)_C08 
TGGTATCCTCGTTGCCAATGTGTTGAACTACTTCTTTGCCAAGATTGAAGGGTT GGGATGGCGTTTG 
AGTTTGGGTGGTGCTATTGTCCCTGCAATTATATTAGCAGTGGGTTCATTGTTTCTTCCCGATACCCCGA 
ACTCCTTGATTGAACGTGGTAAAAAAGAGGACGCCAGAGAAAAACTTAAGAGAATTAGGGGTCTTGAAAA 
TGTTGATGAGGAATTCAATGACCTTGTCATGGCTAGTGAATTATCAAAGCAGT G ACACCCTTGGAGA 
AACTTGTTACAAAGAAAATATAGGCCACACATGGCTGTTGCCACCCTGATTCCCTTCTTTCAACAACTCA 
CTGGCATCAATGTGATCATGTTCTATGCACCTGTCTTGTTTAACACCATTGGGT CGGAGACAATGCTTC 
ACTGATGTCTTCTGTGATCACTGGCCTTGTTAATGTTATTGCAACCGTTGTTTCAA CTATGGAGTTGAT 
AAATGGGGAAGGAGATTCCTCTTCCTTGAGGGTGGAGCCCAAATGCTTATCTGCC GATCATTGTTGCAG 
CTTGCATTGGTGCTAAATTTGGAATAGATGGTAATCCTGGTGAATTGCCCAACTGGTATGCAATTGTTGT 
GGTGCTCTTCATTTGCATCTATGTTGCTGCATTTGCATGGTCTTGGGGTCCTCTTGGCTGGTTGGTGCCT 
AGTGAAGTTTTCCCACTCGAAATTCGATCAGCTGCCCAAAGTATCAACGTGTCAGTGAACATGGTTTTCA 
CATTTGTTGTTGCTCAAGTCTTCTTAAATATGCTGTGCCATTTGAAGTTTGGGC ATTCCTTTTCTTTGC 
CTTCTTTGTGCTGGTAATGACCATATATATCTACTACTTCTTGCCTGA 
 
>0570-94-(6-8-06)_E08 
GCCTTCTTCTCATTGGTTCCCCCCAAATTCCCCTATCAGATAAGCCCCTCTT T TCTCTCTCTCTCTC 
TCTCTCACATCTTCCGCGGCTTGTTCGAATCCAAGACATTTGGTTATAGAGG AAAAAGTATTGGGA 
TAATCCATGGCTTCGAGTATTGTTAATGTGCCTTTCCAAGCAATGAAGGGTGTA A TGCCACTATGTTG 
GGCTTAAGCCATCAACGAGTTCAAAGTTCAGTTGTGTTAAGACTGCAATAAGGG TCGTTCTCCACGTCT 
TTTTGTTGTAAGGGCGAGTGAGAAGCATGATGGACCCTTTAAGAAGTTGGGGT GA TGACGCAGAATGT 
GAAGCTGCTGTTGTTGCCGGGAATGTGCCTGAAGCCCCTCCTGTGCCACCCAAGCCAGCAGCACCAGCTG 
GAACTCCTGTGGTCCCTTCATATCCACTGAGTCGACGTCCTCGTCGTAATCGCAAGTCACCTGTACTGCG 
GGCTGCATTCCAGGAAACTCAAATATCACCTGCTAATTTCGTCTATCCACTTTTAT CATGAAGGTGAG 
GAGGACACACCTATTGGAGCTATGCCTGGATGTTATAGGCTTGGGTGGAGACAT GACTTGTGGAAGAGG 
TTGCAAAGGCTCGGGATGTCGGTGTCAATAGTGTTGTGCTCTTCCCCAAAGTT C GATGCTCTCAAGTC 
TCCAACGGGAGATGAATCATACAATGACAACGGTTTAGTGCCTCGAGCAATAC GTTGCTCAAAGACAAA 
TACCCTGATCTTGTAATCTACACTGATGTTGCATTAGATCCATACAACTCTGATGGTCATGATGGTATTG 
TCAGAGAAGATGGTCTTATAATGAATGATGAGACCACATACCAACTATGTAA 
237 
 
 
 
>0571-94-(6-8-06)_F08 
GGGATTTGGATTGGGCTTTGAAAGGCTTGTGCAATTTGCTACAGGAATAGAA T AGAGACAATCCC 
TTTCCCTCAGACGCCTGGTTCAGCTGAATTTTAATGATGAAGTTACCGTGGAT GCTGCTGTCTGTTGGT 
GCAATGAGTGCACAATAGCTACCTGGAGCAGGGAGGTGGAGACGGTAGGGTTCCGTTTGTTAAACAAGCG 
GTAGGGTTCCGTTTGTTAAACAAGCAAGACATCAAAGAGACATAGAATTGGCTATAT CATGCTGCCATA 
GTGCCATGACAAATCAACAGCTAATTGATAGTGGAAACCGGATGATGGACAGACTG TCAAGCCATTGG 
AGGTCATAAAAGACTGTTCAAGACACCATCAATGTTGGAACAGAAACTGCAG T ACTCAAGCATCAGA 
CTGAACAAATGAGTCGGGCTGTTAAGTGTTAATGAGCTGGACTATCCATTCGATCAAGAAAGCTTCTC 
AACTTGTGAAGGAACTTGGTTGCAACTGATAGGAGTGTTATGGCATTACTCT CCT ATTATTGCCGTTG 
GAGTCATAGCCATCATTATTGTAAAGCTCGTGAACCCAAACAAGGACATCAGGGAT TTCCAGGATTAGC 
CCCACCAGCAATGGGTTGGAAATTAGTTTGGAGTGCTAGTTAAAAATTTAGAAAAG ATCATCTAATGAG 
ATTGCAATGATGATTTTCCATCTCATGGATGGAACATCAGCTTAGTTCGTGA GC CTGGTGACGCCTG 
TTTATAGAGCTGGTCTAGACTCTAGTTGAGTATGGATTTCTTTCAAGTAATTT TC GCA 
 
>0572-94-(6-8-06)_G08 
GCGGACGCGGATTCCGACGAAGAAACCCGACTCCCATTCAAGAACAAACTAAA CCCGACTCCACCATCC 
TCGAAATCCTGAAGGACCTCACCGCAGCCACAGCCGCCGCATCCTCCTCCTCACCAAAACCCTAACCCT 
AGCCGACATCGACCTAGACGCCAAATGCCGCGAAGTCACCGAGCTCAACCTCTCT GTCCAATCCGAA 
ATCGAATCCCAAATCCTCAAAATCGCCCGCTCCATCCTCGCCGGCAACGGCTTCG CTTCGACGTCCCGT 
CCCGCTCCGCCACCAACCAGCTCTACGTCCCCGAGCTCGACCGCATCGTGCT AAAGA AAAACTACCCT 
CCGCCCTTACGCCAACATCTCCACCGTCCGCAAAACCACCATCACCACCCGATTATCCAGCTCGTCCAC 
CAGCTCTGCGCCAAGAACATCCACGTCACCAAGCGTGACCTCTTCTACACCGACGT AAGCTCTTCCAAG 
ACCAATCGCAATCCGATACCGTCCTCGACGACGTCTCCTGCATTCTCGGCTGCACT GATCGAGCCTCAA 
CGTGATCGCCGCCGAGAAAGGTGTCGTCGTCGGGAGGCTGATTTTCAGTGACAAT GTGATATGATTGAT 
TGCACGAAAATGGGAATGGGCGGAAAGGCGATACCGCCTAATATTGATCGAGTTGG GATATGCAGAGTG 
ATGCTCTGTTTATTCTGTTGGTTGAGAAGGATGCTGCTTATATGAGATTAGCTGA 
 
>0576-94-(6-12-06)_E11 
CACACACAGTAAGTGAAAGAAAGAGATGGATAGGTATCAGAGAGTGGAGAAGCC A GGCAGAGACAGCA 
ATAAACGAGAACGAGATTCGAATCACTACACAAGGCCGAATGAGAAATTACTTACCTACGCCACCACTC 
TCCTCCAGGAGAAAGGGTCTGATGAAATTGTCCTTAAAGCAATGGGCAGAGCAATT ATAAGACTGTGAT 
GATTGCTGAACTAATTAAGAGAAGGATTGCTGGTCTACATCAAAATACTTCA TTGGATCAACTGATATA 
ACTGACACGTGGGAGCCACTAGAAGAAGGCCTTCTTCCTCTGGAGACCACTCGTCATGTTTCAATGATCA 
CAATTACTTTTTCAAAGAGGGAGTTGGATACTTCATCCACTGGATACCAGCCT CT TTCCAGATGATCA 
AGTGAAACCATTAAATGAATATGAAGATGAAGGAGAGAGCTCACCTAGGATGCGAGGCAGGGGACGCGGT 
CGTGGAAGGGGTTGGGGCAGGGGCAGGGGTAGAGGTAGAGGATATTATAATGGGCCTGGGGAGTATAATA 
ATGGGGATGGGTGGGATGGTGGACGTAGTTTCGGCGGCAGAGGTCGTGGCCGTGCAAGAGGCCGTTTTTA 
CCAGGGTCGAGGACGAGGAT 
 
>0577-94-(6-8-06)_B09 
ATCTCTCTCTTTCTCCTCTTCCTTAACAAACATGAGTCGTCATCCTGAGGTGAAGTGGGCCCAGAGGGCA 
GACAAGGTTTTTATTACAGTGCAATTGCCAGATGCCAAAAATGCTAAGGTTTCTAGAGCCAGAAGGTG 
TTTTTACCTTCTCTGCCAGTGCGGGAGCGGAAGACCACCTTTATGAGCTGAAGTTG TCTTTTTGATAA 
GGTTAATGTAGAGGAAAGCAAAATAAATTTAGGAGTAAGGACCATATTCTGCAT TTGGAGAAGGCAGAG 
AGCGGATGGTGGAAGAAACTATTGCGTGGAGATGGCAAGGCCCCACATAATAT A G AGATTGGGACA 
AATGGGTGGATGAAGATGAAGAGACCGGTCCTGGTGCTGACTTGGATTTGGGAGGAATGGACTTCTCGAA 
ATTTGGTGACATGGGAGGCATGGGAGGCATGGGTGGCATGGGAGGCATGGGTGGCATGGGAGGTATGGGC 
ATGGGAGGCATGGACATGGGAGGTATGGGCATGGGAGGCATGGGCATGGGTGATGAT C ATGGGTGATG 
ACTTTGCTGACAGTGATGATGAAGACCAAGAAGTTTCCAAGCCAGACTATGATAA TAGAAGAAGGTGC 
AAAAGCAGGACATGATGCTGCTAAGAGTGAGGGTGATGCTCCAGAAGAGAAAAAAGAAGCTGCTCCAAGC 
ACATAGGCTTATGATGGTTTAAAAATTCTTAACTATGGCTTTGATTTAAATCGTGGGGTGAAATTTTCG 
GTCTTAATGACTGTATCAATGCGTGTCATTTATTCTAACAGAGTTGATGGTGGTGATGTTCGAATTTGCA 
CAATATTTGGTGTTGGCTAAGCATTGTTTTCTATC 
 
>0578-94-(6-8-06)_C09 
TGCAATCACAGCCTCCTCAACTTATAGACCTTTCTCAGCTCCACAACAATAC C CACCCCAATGTGGT 
238 
 
 
CTCCACAGGCCTCCGCTTATCCTTTGGAGACCAACAACAACAACAGCAATTCAGCAGCAACAACAACAA 
CAACAACAACAACAACAGCAGCAGCAACAACAGCAACAACATGTTTGCCACCAT T CTTTTCAATCTG 
TAATAACAGATGACTATGCAACTCAAATCAAACAACAGCGTGATGAACTCGG AATTCCTTCAAGCCCA 
GGGAGAGCAACTGAGGCGCACATTAGTGGAGAAGAGGCAGAGGCACTACCGTGCTCTGCTGGGCGCAGCA 
GAAGAGTCGGTAGCTCGTAAATTGCGAGAGAAAGAGGCGGAAGTGGAGAAGGCC CGCGCAAGAACGCGG 
AGTTGGAGGCACGCGCAGCGCAACTTAGCGTCGAGGCGCAGGTTTGGCAAGCCAAGGCTCGGGCCCAGGA 
GGCCCAGGCTGCGTCTCTACAGCTCCAACTCCAGAGGGCTATAATGAGCGGAGGCGCCTCGGCGCAGGAT 
AGCAGGAGGGTCGAGGATCAGCTAGGGTGCGCCGTGGGCGTAGATGGTCAGGCGGAGGATGCCGAGTCGG 
CATACGTAGACCCGCACCGTGTCGTCGTGTCCAGACCGAGTTGTAAAGCGTGTC GAAACGTGCCGCGTC 
GGTGGTTCTGTTGCCGTGTCGGCATCTGTGCCTCTGTACAGAGTGTGACCAAGTGG TCAAGCTTGCCCA 
CTTTGCCTCATCATGAGAAACTCCAGTGTTGAAGTTTACCTTTCTTAGGGCTATTCTTTGCTCAAAGCC 
CAAATTGTCGATAGCCCAGGCCCGGTAAGAGGCCCAATCAGATGATTGTCCCTTTTCTTTTTTCTTTTTT 
TT 
 
>0580-94-(6-8-06)_D09 
AGAGAGCAGAAGCTGAAGGCTGAGAGATTGAAACGGGCAAAGATGTTTGCAGTCATGATAAAAAGTGGAG 
CTGCACCATTGAAAACGGAACCATTGCGTGGCTTATCAGCAGAACCATCAGGGTCTG AATTTCTGGATC 
AGGTACTGAGGTTGAAAATTTTGTGGGCAAAGAAAGAGAAGGCAGTTCAGTTCCAGTCGATGTGGATGAT 
AAGATTGAGAAGTCTGAAAAGAAACTTTCTGTTGATGAATATAATGAACGGCGATCTAAGAGGAGTTACC 
GTTCAAGATCTAAAAGACATGAAGAACAAGAAGAAGGGGAAGTTGAGGAAGATAAAGAAGAGGAAATAGA 
GGAGGAACAAGAAGGGGAAGATAAAAGGGCTCACAAGCACACTCGGAAAAAGCACCGGTCTCATCGGTCT 
TCACACCACAGTAGGGAAAGGCATAAGCACCGGAAAAGACATTCTTCTAAGGA AGA ATTCTCGACATC 
GGCGTAAGTATGATGACTCTTCTGATGATGAGCATCAGTACTCTCAACATCGGG GAGCATGATACTCC 
CTCCAATAATGAGCATCGGCATTCTCAACATCGTCGACATCGGGATGAGCGTGACT TTCTGATGATGAG 
CATCAACACTCTCGACATCGGGATGAGGATGATACTCTCTCCAATAATGAGTATCAGCGTTCCCAACATC 
GACATAAACATGATAGTTCCTCTGATGATCAACATCGGCACTCTCGACGACTAAGCATCATAGCTCTGA 
CGATGAGCATGAACACCGAAGCAGATCTGTTAGGCATAGGAAATCTCAGTCT ACAAAGAAATGGAC 
 
>0581-94-(6-8-06)_E09 
TACTAGGAAATGCCACTGGGGTACGTGACCCTAAAGGGTATGTGTATAACAACATGTTAGATGCGCAAAT 
TGATTCTATTAGGTCAGCTATCAATGCTTTAGGCTTTGGAAACATGACCATTGAG TACTGTATCAGAA 
TCTGGATGGCCTTCTAAAGGTGACCATGGTGACAAAGCAGCTACACCACAAATG AGACTTATAACA 
CTAGGTTGATTGAACGTGCCCAAGCCTATAAAGGTACACCCATGAAGCCTAATA GATTGAGATATT 
TGTGTTTGCTTTGTTTAATGAAAACAAAAAAGAAGGAGATGAGACTGAGAGAA TTTTGGGATGTTTAAT 
GGGGATGGATCTAAGGTATATGATGTGGATTTGAGCTGCCAGTTTTGTAGCAATGGAGGGACATTGGGGT 
TTGGTGAGAAAGTATCTGGTGCAGCCAGGGGTCCATCAGTTTGGTGTATAGCTA GCCACATTCAGATGA 
CAAAGTGCTTCAAGCTGTGTTGGATTTTTGCTGTGGACCTGGTGGCGTGGACT CA GAGATTTATGAA 
AGTGGGGATTGCTTTGAGCCTAACAAGCTTCTTGCTCATGCATCATATGCCATGAATGCTTATTATCAGA 
TGCATGGAAGGAACTATTGGAACTGTGACTTCAAAGGCTCTGGCCTTGTTGC TCA TGATCCAAGTTA 
CGGGACATGCCGGTACCCTCAACAGTGATTCATGATCAAGAAATGACAGAGT TT ATGTGGTTGACAG 
CTCTCTTGTGTTGTTTGTTAGTACTATCAGTTAAAAGTAAGTTGTGAAATTTCGAATATGCCTATTACTA 
GGAACATTGGATTGATTTTGTCCCTACCATTTTATCAAAAGAAAGAAAAAAT TTT CCATAAGTCAAAA 
AAATCTGATGCTACTGTGAGA 
 
>0583-94-(6-8-06)_F09 
AGAGAGTACCCACCTGTGAAAGTAATGCAAACAGCGGTAGTTGGCACGAAAGGG TGCTCAGCTACAGAT 
TAAATCTTGACAATTTCCCTGCCAATGCTCGAGCTTATGCATACTTTGCTGAAAT AAGACTTGGGTGC 
CAATGAGACTCGGAAATTCAAATTGAGCCAGCCTATCATGCCTGATTACAACAATGCAGTGGTAAATATA 
GCCGAGAATGCCAATGGGAGCTACACTCTTTATGAACCCAGCTACATGAATGTGACTCTGGAATTCGTTC 
TGTCATTCTCCTTTGCTAGGACCCGGGATTCTACTCGAGGGCCACTTCTAAA G GATGGAAATATGTAG 
ATACTTAAGGATTGCTCCAAAGACCGACGGGCATGACTTGATTGTTGCCAAGCCCTTCGTTTGATGTCT 
GCTGAAAGCATTTGGACAAATGAAGGAGATCCTTGTGTCCCAACTCCATGGGAATGGGTAACCTGTAGCT 
TAACTCCACCACCGAGAATTACGAAAATTTTGCTGTCAAGAAAGAGTGTGACT GTGAAATCCCATCCGA 
GCTCAACAACATGGAGGCGTTAACAGAGTTGTGGTTGGATGGTAATTCCCTCG AGGGCCACTCCCTGAC 
ATAAGTAATCTCATCAATTTAAAGATTGTGCATATAGAGAACAACAGATTGAATGGTTCATTACCTTCTT 
ACCTCAGTAGTTTGCCAAGCTTGCAAGAACTGTACATACAGAACAACTCTTTTACTGGGGGAAATACCTT 
CAGGATTGATAAATGGGAAAATCATTTTCCACTATGGAGATAATCCCCAACTA TAAAGAAGTACAGGA 
239 
 
 
CAAGAAGCATTTTAAGTTGATACTTGGAATATCAATTGGAG 
 
>0584-94-(6-8-06)_G09 
ACAATGGAGGACATTTGGAAGAGAGCGAAAGGCTTGGCAGAAGAAGCGGCGAGGAGATCTCAGACTCTCA 
CGAGTTCCGTTAACATTTCCGATTTGGTCACCGAAACCACCAAGAAATCCATGGAGCTTGCTGCCGAGGC 
TTCCAAGAAGGCCGATCAGATCAAATCCGCCGCGCTCGATCAGATTCAGATTCAGC GATCAAGTCTCTC 
TCCCTCTCCGACATTATCCCCGCTCAGCTCTCTTCGCTCGGAAATTCTTCCG C TCGTCCGCCTCCG 
CTTCCTACTCCGAATCGGAGCTCCGCGCTTTCGGTGTCACTGACGATCTGAGACTTCGTCAAGGGCCT 
CACTTCTACTACATTCCAGAACTTCCCAATCCAAGAGGAAGCAGAGGCGTCTGA GACGACCACGGTG 
TCGAATGTGCGTAAAGATCTGACGGAGTGGCAGGAGAAGCACGCTACAATTGTT TCACTACTGTTAAAG 
AAATTTCAAGATTAAGATATGAATTATGCCCACGTGTTATGAAAGAAAGAAGATTCTGGAAAATATATTT 
CACACTTGTGAACAGCCATGTGGCCCCGTTTGAGAAGCAATACATGGAGGAGCTTAAGCTCAAAGCAGCA 
GAGGACATAAAAGATGATAAAGCGAAACAAGCTTCTGAAGAAAATGAGAAAGCAGAAGGGGTGGAGAAGA 
GCTTGAAGGGTCAAACTTCCAACGCTTCGGCTGAGCAGGACTTGGATAAATTTCTTTTGGGAGATCTTGA 
AGACAGTGATGGGGGTGGAGA 
 
>0587-94-(6-8-06)_B10 
TCCTCGCTCTCGCTAGACAGACAGACGCGCACTTCTGAGTAAAAAAAAAAACG CTTTTGCAAACAGC 
AGACAATGACTTCACACCATGCCCATGACCATAGTCATCATCATCACGACCTGG ATGACCATGATCA 
TCAACACCACCATCATGATCATGACCATGATCATACTCATGGGGATTCAACAA AGTCATGGGTGGGC 
CCTGATGGGAAGGTGTACCATAGCCATGATGGACTGGCACCACACTCGCATGAACCCATATACTCCCCAG 
GCTACTTCAGCAGAAGAGCTCCACCACTTCTCACCAGGGATTTCAATGAAAGAGCTTTCACTGTTGGCAT 
TGGTGGCCCTGTTGGTACTGGGAAAACAGCTTTAATGCTGGCTCTCTGTAAAT TGCGGGACAAGTAC 
AGTCTTGCTGCAGTGACAAATGACATATTCACAAAAGAGGATGGTGAGTTCTTG GAAAAATGGAGCAC 
TTCCTGAGGAAAGGATTCGTGCTGTAGAAACTGGTGGCTGCCCACATGCTGGATTC TGAAGACATTAG 
CATTAACCTTGGTCCTCTCGAGGAGCTTTCTAACTTATTCAAAGCAGACATCTTC TTGTGAATCAGGG 
GGAGATAATTTAGCTGCCAACTTCAGCAGAGAACTGGCTGACTATATCATTATAATAGATGTATCTG 
GTGGTGATAAAATTCCTCGCAAAGGTGGTCCTGGAATCACCCAAGCCGATCT TAGTAATAAACAAGAC 
TGACCTTGCACCAGCAGTTGGAGCTGATTTGACTGTTATGGAGCGTGATGCACTTC AATG 
 
>0588-94-(6-8-06)_C10 
GACCTTTTAAACACCGCGCATGAGCAGTAGCAGAGAGAGAGAGAGAGATGAAGGGCTTAGGAGTAACAAC 
AGCCATGGTGACAGTCCAGTTCCTTGAGGTGGGCTTGAACACTATGCTAAAA AGCCATGAGTAAAGGG 
ATGAGTAACTTTGTTTTTGTGGTTTACTCAAATGGCCTTGCCATCTTCGTTCTTC CTAGCTTCCTTCA 
TCTTTTACAGAAAAAGAAGTCTTCCTCCACTGACAGTTTCATTAGTCTGTAGAATCTTTCTTCTTGGCCT 
GCTAAGTTGCTCTGTGCAGAGCTTCATGTTTACTGGGATAGGGTACAGCTCT CAACTTTGGCCTCAGCT 
ATGGTTGATCTGACTCCGGCTTTTACTTTCATATTTGCCATCATCTCCAGGATGGAAAAGCTGGACTTGA 
GAACCCAAAGCAGTCTCGCTAAGTGTATTGGCACCATGGCTGTTTTCCTGGAG CACGAAGTGTTGT 
TGCTACATGGGCATGTCGCAAGAAGGGTCCTGTCTTTGTTGCATTATTTAGCCCTCTAGGGATGGTCATT 
GCACTTGTAATGGGTGTTACTTTTCTCGGGGATACTCTCTATCTTGGAAGTTTG TAGGAGCAACTGTAA 
TAGCTCTTGGGTTTTATGCTGTGATATGGGGGCAAACACAAGAAGAGAAGACCATT AAACAGAGGAAT 
TTGTAGCTTTGAGTCATCTTCTGCTAAAGTACCTCTTTTGGAAAACAAAGGCTTGGATATCTAGGACACT 
TGCACAAGAAATTAAAAACCAGCTATAGCTTTGGTTTTATGTTTTTTCACTAA G TGTTGAAATGTGGT 
GAAAGATACATTCAACAACCATGTGTGTGTGTATATATATATATATTAATCTAT 
 
>0591-94-(6-8-06)_F10 
CGCTTTCTCCTCAACTGTCTTCCCTCGGGACGCCTCGTCTGGGCCCCTCCAT AAGGTGTGGGACCCTTA 
CAACGTTCTGGCACCGCCTCCGCCTCTGCCGCCGCCGCCGCCGGGGGTTTTCTCCAGAAGCTTCTCGTCC 
AATGCGATCGACGATGATCGGACGGTCGTGGAGGTGTTTTTGATTAACCACGGGGAGTGCGAGCTCAATC 
TGAGGCCTGATTTTGTCTCCGGACGGTGCCCCGAGGCGGCATTGACGGTTGCCGGGAAACGGCAAGCCAG 
GGCGTTGGCTGTGTTCTTGAATTCCCAACGGGTTAGGTTCAATGCTGTTTTT C CGCCGTTGAATCGG 
GCCAGGTCAATGGCCGTTTCGGTCTGTCAGGAAATGAATTTTGCAGAGGACCA ATACAATCCTCAGATG 
CATTAGTGGAGATGAGTCATGGGCATTGGGAGGGCTGCCTCCGGTCAGAAATAT C C CCTGAAACTCT 
CAGCCTCATTGACAGATTCCAGCCTGATTTCTCTGCACCATCTGGAGAATCACTT GGCAAGTAGAATTC 
CGGATGGTTCAGTTTTTAAATGGGACAGTCCTTGGAATGCCTGAAAAGCTGAGAT A ATTTTCCCTCAC 
TCCACAACTCCCATGCTCTTACCAACTCTAATCATGACCGAGATGGGCCTTCTGCCCCATCAGCCCACTG 
GGATTTGCTTAACAGGCACCGACAAGGGCTTTCGAGGAAGAAGTCTGGAAAGA C GGCTACAATATGTG 
240 
 
 
ACTACTGGGGGATCATGA 
 
>0592-94-(6-8-06)_G10 
TGTTGTTTTCTTCAAGATTATTGAGAGATTTCCCTTTCCTCTTTGTTGTTTCAGTACCAATTTTCACT 
CCAATTTTCACTACTTATCCTAATAGCAGAGAAGTTAGTACAAATGAAGTAT TC CTGAATCGGTGCTG 
TTTTGTGATTGGCTAAAGTGCTCGCTGAAGCTGGAATATATGTGTCTGGACTC GCAGATGGCGGAGT 
ATAACCCCTAAGAAGCTTTCGGCGTAGCAAAGAAAACTCCGGCGTGGGTGCTGCAGCTTTGTGATTG 
GTTGAAGCTGGGATATAGGTGGCTGGATTCGGAGTAGATGGCCGAGTATAACCCTTAAGAAGCTTCCGGC 
GTAGCAAAGGAAACTTCGGCGATGGTGTATGTGCAGCTTTGTGATTGGTTGAA AGCTTGTTGAAGCTGG 
GATATAGGTGTCTGGATTTGGAGCAGATGGCTGAGTATAACCCTTAAGAAGCTTCCG CGTTGGAAAGGA 
AATTCCAGCGATGGTGTAGGTGCAACTCTGTGATTGGTTGAAGCTGGGATAA TGTCTGGATTCGGAG 
CAGATGGCTGAATATGACCCTTAAGAAGCTTCCTGCGTAGCAAGGGAAACTCCGGCGAAGATGCAGGTGC 
AGCTTTGTGATTGGTTGAAGTGCTTGCTGAAGTTGGTATATAGGTGTCTGGACTC AGCAGATGACCGA 
CTATAACCCTTAAGAAGCTCTCGGCGTAGCGAAGGAAACTCCGGCGATGGTGC TGCAGAGTTGTGAT 
TGGCTAAAATGCTTATTGAAGATGGGATGTAGGTGTCTGGATTTGGAGCAGATGGCT AGTATTATAACC 
CTTAAGAAGCTCTTGG 
 
>0594-94-(6-8-06)_A11 
ACTGTGTGTTAAGATTATTGGTACATAACAATTAATTAAGCTTTTAGGCATTCAATATGAGCCTGTGTTG 
TTGGTACTTGTTCCAGCATTGTTTGTTTCGCTTCGTGGAAAGTACCATGTCTC TGTTTAAGTGATGACC 
TTTCTTTTTTGTGCGCATTATCAAATTCCAACATTCTATTCTGTGGTTGAACATTTTATCCTTCTCTTTG 
ATTGTTTTCTTAAGGACAGCTGTGGCCAAATAACATTGTGACATACTGACATGCGAGCTTTCATGTTCCA 
ATATCTTTCTTTAATGCTTATGAGATAGACCCTAGAAATTCAATATCCCTTTTTTTCTTTGTTTCTTTTT 
TGTCATTTTGATGCAGGTATTGCAGTGGATGGAGGATGCAGGAATTCAACCA ATGGAATGTACTAT 
GATATTCTTTTCTTTGCTCAAAGAAGTGGTGGTGCTGAATATGCTGTTGTCA CAAGAAAGAGTTGATT 
CCTTGAAAAGAAAAGTTGGGGATCAAATATCTGTGAGCAAATAGAGATCCTTCTCATCCAACCTTACCAT 
GGACAAATGGAGCAAAAGCATATATAGCCCAATCCGCAAGAGTCACCATCATTG TGGAGGATTGCTA 
CATTTAAGTTGTCTCTTTGTAGAGGGGGTGACCAGGGATCACCTGAGCAGTAGCTT TTGCTCTGGGGC 
AGTTATGAGCCGGATTTTGGCGTTGCGCAGGTTAAGCAAGATCAAGCTGTGTT ATTATATTTAAGAGAG 
TTCCAGCAGCTACTAGATATCAACCTTGCTATTGACATCTTGAATAAGAAAGTC CCTTCTTGGAAGGC 
TTTTGTATGTGGCTGCAGATATAAAAAACTTAAAGCAAAGGG 
 
>0595-94-(6-8-06)_B11 
GGAGCCAGTTGTCTGAAAAACTGTTATATGGGAAAGCTGGTGATGTTAAAGA GCTTCACGGTTGTATGC 
TTTTACATCTCGGGCTGGGATATCAAATGCTAGAGAGAATTCTGCTGCTAAA GAT TATTGCAGATCGA 
ATATTTGCTCCATATTCGGTTTATAAGGGCAAAGCTGCACTGTCTGTGACTCCTGT CTCCCAACTTTCA 
CCAAGTTGGATTCTGGTAGTCTTGTAGTTGATCGCCGCGGTGTCATGATGATGA GTTCTTACCTGCTAT 
TGGTGAGCGCAAGTATGATAATGAGAAGAGACAGATGTTTGCTTTGTCTCCAACAGAGGTAGGGTCTATG 
ATAAGCTTGGGTCCAAAAGATTCTTGTGAATTCTTCCATGATCCATCAATGCT TCAAGTAATGCGGGTC 
AAGTCAGGAAGAGCTTAACAATCAAGGCTCATGCAGATGGTACTGGCTATCTTATTTCTTTGAATGTTGT 
CAACAATATTCTTAAAACCAAAGAGTTCTTCACTGTTCCTGTCACAACTGCCGAATTTGCAGTGATGAAG 
ACAGCTTGCAGCTTTGCTTTGCCCCACATCTTGGGTTGGGACCGGTTAACTAA C TCCGTCAAGAGACT 
CAAGACGCACAGTGGGGCTCCCATCAAAGGTGGATCCACAATTCTTGGATTCG AG GGGACAAATGAAG 
TCATGACTACTGGATCAACAACTTTTGGATTTAGAATGATGTTCCAATTGCCATTTGTAATGTTGTCCCT 
GTGCATTGGTCATCAATTCGGAAGAGATTGTTTTGTGGGCTTTGCTAAAACTGTGTGCCTTTATTATGTA 
GACTTGTTGTATTCTAT 
 
>0596-94-(6-8-06)_C11 
TCTGTCTGATGATGAGAAACGATCCTTATATGACAGATATGGAGAGGCTGGACTTAAAGCTGGTCCAGGC 
TTTAATGATTTCAGCAATCCCTTTGATCTGTTTGAGTCGTTATTTGAAGGCTAAATCAGGGAGGAAGAC 
CTTCTAGGAATAGAGCAGTTGATGGTCAGGATGAGTATTACAATCTTGTCTTAAACTTTAAGGAAGCAGT 
TTTTGGGGTTGAGAAAGAGATTGAGATAAGCCGACTAGAGAGCTGTGGGACT CAATGGTTCAGGTGCT 
AAACCAGGGACCAATCCATCCAAATGTAGCACTTGTGGTGGGCAAGGACAGGTTGTCTCATCAGCGAGGA 
CCCCATTAGGTGTCTTCCAGCAGGTAATGACCTGCTCTTCTTGTGGTGGGACTGGGGAATTATCCACCCC 
TTGCAACACGTGTTCTGGGGATGGTCGGGTAAGAAGGACAAAACGGATAAGTCTGAAAGTTCCTGCTGGT 
GTGGACTCTGGTAGCCGTTTAAGGGTCCGAAATGAAGGAAACGCTGGAAGAC AGGTGGGACTCCTGGTG 
ACCTCTTCGTCATTATTGAAGTTATGCCAGACCCTGTCCTTAAACGTGATGACACCAACATTTTGTATAC 
241 
 
 
CTGCAAGGTTTCCTACATTGACGCGATCTTGGGAACTACAATCAAGGTTCCGACAGTGGATGGTGTGGTT 
GATTTGAAGATTCCTGCTGGTACCCAACCAAACACGACTCTTGTAATGGCCAA AAGGGTGTTCCTCTAT 
TGAATAAGAGCAACATGAGGGGCGATCAGTTGGTTCGTGTGCAGGTTGAAATCCCAAAGAGATTGAGCTC 
TGATGAGAGAAAGCTCATTGAAGAACTCGCTGATCTAAGCAAGGGCAAGACTGC 
 
>0597-94-(6-8-06)_D11 
GAATCGGATTCGGTGGCTTTAAGCTTAAGGAAACAAACAAACGATGAGGCCGATTTTCGTGGGAAACTTT 
GAGTACGATACTCGCCAATCTGAACTGGAACGCTTGTTCGGAAAGTACGGGAAGATTGAGCGTGTCGACA 
TGAAATCTGGTTTTGCTTTTGTTTATTTTGTGGATGAACGTGATGCTGAAGAAGCTATTCGTGGCGTTGA 
TAATAGGCCGTTTGGTTATGACAGGCGTAGGCTGTCAGTGGAGTGGGCAAGTG ACGAGGTCGGCCT 
CGTGATGGATCTAGGTCAATGGCAAACCAGAGGCCTACCAAAACCTTGTTCG AA AACTTTGATCCAA 
TACGCACAACTGTTCGCGATATAGAAAGACACTTTGAACAATATGGAAGGATTCTTC TGTCCGAATTCG 
ACGTAACTTTGCATTTGTCCAGTTTGAGACTCAGGAGGATGCTACCAGAGCTCTTGAGGCTACTCACATG 
AGAAAGCTATTAGACAGAGTGGTTTCGGTCGAGTATGCTTTGAGGGATGATATGATAGGGGTGACAGGA 
GTTACGATAGCCCTAAAAGAGGAGGTTATGGTGGGCGTGGGGTTAGTCCTTACCGAAGGTCACCAAGTCC 
AGTGTATCGCAGGCGCCCAAGCCCTGACTATGGTCGTCCTGGCAGCCCTGTTTATGATAGGTACAATGGA 
CCAACATATGACAGGCACAGGGGTCCTGATTATGGTAGGAACAGGAGTCCTATATGGCCGATACCGAA 
GCCGATCACCTGTTAGAAGGTCAAGAACTTGAAAGAGAAACTCCTGGTTCTG GAAGTGGTGAATATGT 
AGCTTG 
 
>0598-94-(6-8-06)_E11 
TCATCATCAATGTCAAACTCCAAACTCTCCTACCTCTTCCTCCTCCTCCTTT TCCCTCTGCCTCTCC 
TCCTCATCCTCTACCTCCTAGTCCGCCCCCGCCCGGTCAAAATCCCAATCAAG C GCCACGTGTTCAT 
CACCGGCGGATCCAGCGGCATCGGCCTCGCCCTGGCCCACCAGGCCGCGTCGGAGGGCGCGCGCGTCTCC 
ATCCTCGCCCGATCCCCCGACAAGCTCGAGCAGGCGAAGGAGGCGATCCAATCTCCACCGGCATCGACG 
TGGCGGTCTTCGCCGCCGACGTCAGAGACTACGACGCCGTTTCCAAGGCCATC CGAGGCCGACCCTAT 
CGACGTTTTGATAGTCAACCAAGGCGTGTTCGTTCCGCAAGAGCTGGAGAAGCA TTGGATGAGGTC 
AAGTTCATGATAGACGTCAATCTCATGGGCAGTTTTCACATGATCAAAGCCGCTCTACCGTCCATCAAAA 
ACAACCGTACTGACCGTGGGCCCGCCTCGATCGCTCTCATGTCATCCCAAGC GGTCAGGTGGGTATATA 
CGGTTACACGGCGTATTCAGCGAGTAAGTTTGCGCTGAGAGGTTTGGCAGAG CGCTGCAACAAGAGGTT 
ATAGCTGATGACATTCATGTCTCTCTTATATTTCCTCCAGACACTGACACTCCTGGCTTAGTTGAAGAAA 
CCAAGTTAAGGCCACAGCTCACCAGTATCATTGCAGCCTCCTCTGGTGCAAT AAAGCTGATGAAG 
 
>0599-94-(6-8-06)_F11 
CGTGGTAGTGGCTTGGGGACTTCTAGCATCTTGGCTGCTGCTGTTGTGAAAG ACTTCTCCAGATAACTG 
ATGGAGATGAAAGTAATGAAAATGTTGCCAGACTTGTTTTAGTGTTAGAACAGTT ATGGGAACAGGAGG 
TGGCTGGCAGGATCAAATTGGAGGTCTGTATCCTGGAATAAAATATACTGCAGTTTTCCTGGAATTCCA 
TTGCGACTTCAAGTCATCCCCCTCCTCGCTTCTCCTCAATTGATTCTAGAGT GC CAACGCTTGCTTG 
TGGTATTTACTGGTCAAGTTCGACTTGCAAACCAAGTTCTGCTAAAAGTGGT ACTAGATATCTTCAACG 
AGATAACCTTCTTATATCTAGCATCAAGCGTCTTGCTGAATTGGCAAAGATTGG GGGAAGCTTTAATG 
AACTGTGACATTGATGAGTTAGGGGAAATAATGTTGGAGGCTTGGAGGTTGC TCAG AACTTGACCCTT 
TCTGCAGCAATGAGTTTGTTGACAGGCTCTTTTCATTTGCCGACCCTTACTGCAGTGGCTACAAGCTTGT 
GGGTGCTGGTGGCGGGGGTTTTGGATTGTTACTTGCCAAGGATGCTGACTGTGCCAAGGAACTGAGGCAA 
TCATTAGAAGCGGATTCAAGTTTCGACGCGAAAATCTATGATTGGAACGTCTTTTTGGAATAGTAATTGT 
GAAGAGGTTATTAAAAGGTAGCTTATAATATTATTATCATGATTTTTTTTAAAGATATGATGATTATTTA 
TTCTTTACTGGAGATTAAGATTCTTGTTCAAATTGATGAGGTGTCATTCTGTAAATTCTGTAAGATGAAA 
GACCAGAAATATATTACAAATGGAAGTACCAATGTACCAATG 
 
>0603-94-(6-6-06)_C01 
AAGAAGAAAAAAAATAATAATAATAAGAAAGAAAAATTAAAATGGGGGATCAAATAGCAAGAGCAGAGGA 
ATTCGAGAAAAAAGCAGAGAAGAAGCTCAGTGGCTGGGGATTGTTCGGTTCCAAATACGAAGATGCGGCT 
GATCTCTTTGACAAAGCCGCCAATTCCTTCAAGCTCGGCAAATCCTGGGATAAGGCTGGATCGACATATG 
TAAAGTTGGCAAACTGTCATTTGAAGTTGGAAAGCAAACATGAGGCAGCCCAAGCTTATGTTGATGCTGC 
TCATTGCTATAAGAAATCATCTATAAATGAGGCCATATCTTGTTTAGAGCAGCAGTAAATATGTTTTGT 
GAAATTGGAAGGCTCAGCATGGCTGCAAGATACTTCAAGGAAATTGCTGAATG ACGAGTCCGAACAGA 
ACATTGAACAGGCTATTGTTTACTTTGAAAAGTCAGCTGACTTCTTCCAAAATG GAAGTAACCACTTC 
TGCCAACCAGTGCAAGCAGAAAGTAGCTCAATTTGCCGCTCAACTAGAACAATATCA AAATCGATTGGG 
242 
 
 
ATTTATGAAGAGATAGCACGGCAGTCCCTCAATAATAACTTGCTGAAGTATGGAGT AAAAGGGCATCTT 
CTTAATGCTGGTATTTGCCAGCTGTGCAAAGGGTGACGTTGTAGCAATTACCGCTTTAGAGCGATAT 
CAGGAATTGGGATCCCAACTTTTTCTGGAACACGTGAATACC 
 
>0604-94-(6-6-06)_D01 
GCAAAACCATGGCGATTTTTCAGGACCGGTTGATGGGAAACTGAGTTAGTGCA A AAAGCACAGTAAA 
AGGACAGCCCACTAAGGAAAAAAAAGAGAGGGAGAGGGAGAATAATCACCCTTCA AATTTTTTATTATC 
CTTCTTTGGTTTTTCATGCTGGGTTTTTATTTTTGAGGTTTGGTTGCTTTAA TCACTCTTCAAATTG 
GTTTTACACCCTGTGAAAATTTTTGTTTTTTTATTTTATTAAGGACCTTGTATAT TTGATTTTCTGATA 
TAGAAACTAAATTTTGCTGAAGTAGTAGTCACAAAACACAAAAGGTAAAAAA GGAGGGACAGAAAG 
AAAAGCAGAAGAGCCATTAAAAGGAACAAAATTACAAAAGCCTCTTCTTTGTTATGCTGTGTCTAGTGCA 
TGCACATCTGATCATGACTGGTGAGAGTTTCTTTGCATGTCGGTTGTGAGAAATATAGAAGCTGAGCAAA 
ATAGAAAGAGAGGAAGTTACTGTAAAAGAGCGAGAAAGTCGGGGAAAAAGTTACCACCTTTCCCATTAAT 
TTTTCTTTTTCTTGGGTTTCTCAAGTCTTCAGAAAATGGAGGTCACAGAAGTTT TTAACAGTGCAGAGA 
CAGAGAGGCAGAGATTGGGGTTTTTCAATTCATGGAGTTCCTTTTTGGTTTTCTGG TTCTGGGTTTCTT 
GAGAATGGTGGATTTGACTGTACTAAAACCACTCTTTACTCCAAAATTCTCTAATATATAGGAAAAATCT 
TAACCTTCTTCAGTGCGGCTAATAAGATTTGGAGCTATGCTTAGAAAAA 
 
>0605-94-(6-6-06)_E01 
TTGTTATATATTTATTCCCTTGGATCTTATTGTTCACTTCTCTTTAACAAAA CCCATAAATTTCATGGC 
TTTTCCTTCATCAATGATTGCCTCCATCTCCATCTTGGTCTTCATGACCTTC AACTCTCATACTCCATA 
CCCTTCATAGTGCTTCATGGCATTGGGGATCAGTGCTCCAATCGAGGAGTTAACAG TCACTGAGCTAC 
TGAGCAACTATTCTGGCGCTGAAGGATATTGCTTAGAAGTTGGAGATGGAAC GATTCCTGGTTTAT 
GCCTCTTGAGGAACAGGCTAAAACTGTTTGCAACAAGGTGATGGAAATGAATG ACTGAAACAGGGTTAC 
AACATCGTTGGTCTCTCCCAGGGTAATTTAATAGGTCGAGGTGTTTTGGAATTTT C ATGGAGGACCTC 
CTGTTAAAAATTTTATATCTCTAGGAGGACCTCATGCTGGTACTGCTTCCGT C TCTATGTGGTTCTGG 
TGTTTTGTGCATTATTGCAGACAGACTACTCAAGTCTGAGATCTACACTGATA TCCAAGATCACTTA 
GCTCCCAGTGGTTACCTCAAATTACCAAATGCTATTCCAAACTATTTAGAGAA TGCAGATTTCTTCCAA 
AGCTTAACAATGAACTCCCTGACGAGAGAAACTCCACTTATAAGGAACGGTTCATTAGCTTACAGAACTT 
GGTGCTTATTATGTTTGAGCATGACACTGTTTTGATACCTAAGGAAACTGCCTGGTTTGGATATTATCCA 
GATGGGGCCTTCAAGCCAATTTTACCTACGCAACAGACACAGCTTTACATAGAGGATTGG 
 
>0606-94-(6-6-06)_F01 
GTTGAACATGGCTAAGAATGGTGGAGAAGCGAGTGGGAGAACTTCGTCGGGATTC CACAGGTGGTACTC 
AATGAGAGGATCCTTAATTCAATGTCTCGAAGATCTATAGCTGCTCATCCCTGG ATGACTTGGAGATTG 
GACCAGGCGCTCCATCAGTTTTCAACTGTGTTGTTGAAATTGGAAAAGGCAGCAAGGTTAAGTACGAGCT 
TGACAAGACAAGTGGCCTTATAAAAGTTGACCGTGTTCTCTACTCATCTGTTGTTTATCCACACAACTAT 
GGTTTCATCCCACGAACAATTTGTGAAGACAGTGATCCCATGGATGTCCTGGTACTGATGCAGGAGCCTG 
TGCTACCTTGTACTTTCCTTCGTGCTCGTGCTATTGGATTAATGCCTATGAT GACCAGGGTGAAAAGGA 
TGACAAAATCATAGCAGTATGTGCTGATGATCCTGAATTCCGCCATTACAAGG TCAAGGAGCTTCCT 
CCACATCGGCTTGCTGAAATCCGCCGTTTTTTTGAGGACTACAAAAAGAATG AAACAAGAAAGTTGATG 
TGGAAGACTTCCTGCCAGCTGAGTCTGCCATTGAAGCCATCAAGTACTCCAGGA TGTATGCGTCCTA 
CATTGTTGAAAGCTTGAGGCAGTAACTTACCTGGAAACTAACTAGAATGGCTGT ACCACTAAATTATGA 
TGGGCTGATTGACTTCTTGCTGCATGCCTGTCTGCCCAAGTTTTATATCACTTG TAAACATTAGTAAT 
GTTGGTATGAATGGTGCTTATGCAGCACCTTTAATACTATCAACTTTTCTAAAA GTCTGTAT 
 
>0607-94-(6-6-06)_G01 
TCTCCCTGTTCTCGGCGCACCAAATCTGGATCGACCACTGCTCCTTGTCGTACTG CGGACGGTCTGAT 
CGATGCGATAATGGGGTCCACAGGGATCACAATCTCCAACAATTATTTCTCGCATCACGACGAGGTGATG 
CTGCTGGGTCACAATGATCAGTACACGATGGATTCTGGGATGCAAGTGACGTT CGTTTAACCACTTCG 
GTGAGGCGCTGGTGCAGCGTATGCCTAGGTGTAGACGCGGGTATATCCACGGGTG ACAATGATTTCAC 
ACAGTGGCAGATGTATGCGATTGGTGGAAGTGCTAATCCCACGATTAATAGC GGGTAATCGTTACACT 
GCTCCCTCTGATGAAAATGCCAAAGAGGTGACAAAGCGAGTGGACACGGACG G GAGTGGACAGGGT 
GGAACTGGAGGACAGATGGGGACATAATGGTAAATGGAGCATTCTTCGTACCCTCAGGAGCTGGGGCTAG 
TATCCAGTACGCCAGGGCATCCAGTGTGAATCCCTTTTCTGCTGGACTCATT AC GCTGACCATGAAC 
GCCGGCGTCTTCGGCGGACCCAGAGATGGGCAAGATGGCAGTGAGCCTATCTCAAGTGGGACCAGCCCCG 
GTGGCACCAGCAATGGCGATGGTGGGTATAGTGACGGAGGGAGTGGTGGCTACTTTT ACATGATATTCA 
243 
 
 
AGAACGCGGTGGCACCGCCCGCGTCATCTACTATTACTACTACA 
 
>0609-94-(6-6-06)_A02 
TTCCATCTTGTAACCGATGAAATAAATTATGCTCCAATGAAGGCTTGGTTTGCCATGAACGATTTTCGAG 
GAGTGACTGTTGAGGTTCAAAAGTTTGAAGACTTTAGTTGGTTAAATGCTTC TATGTTCCTGTTCTTAA 
GCAACTTCAAGACTCTGAAACTCAAAGCTATTATTTCTCTGGCAATAGTGAGA GCCGGACTCCAATC 
AAGTTTCGGAACCCTAAGTATTTATCCATGCTTAACCACCTCAGGTTTTATA CCCAGAAGTATTTCCTG 
CATTGAAGAAGGTGGTATTTCTCGATGATGATGTTGTGGTTCAAAAGGATCT TCTGCTCTTTTCTCCAT 
TGATTTGAACAGCAATGTCAATGGAGCTGTTGAGACATGCATGGAAACATTTC T GATACCACAAGTAC 
TTGAATTACTCTCACCCTCTTATAAGAGCGCACTTTGACCCTGATGCATGTGGT GGCTTTTGGGATGA 
ATATTTTTGACCTGGTAGAGTGGAGGAAAAAAAATGTAACTGGTATCTACCA TGGCAGGAAAGGAA 
TGTTGACCGGACTTTGTGGAAACTTGGCACACTGCCACCTGGATTGTTGACAT CT TGGATTGACAGAG 
GCTTTGGATTCCTCATGGCATGTTTTGGGGCTTGGCTACACAAATGTTGATCCTCAGGCGATAGAGAAGG 
GTGCTGTACTGCACTTCAATGGAAATTCAAAGCCATGGTTGAAGATTGGGATTGAAA ATACAAGCCCCT 
TTGGGAGAAACATGTTGATTATTCTCATTATCTATTGC 
 
>0611-94-(6-6-06)_C02 
GGTTGTGTAGCCCGTATTGCTGCCAAGCTTGAGATGATGCAACCAGGTTCCTG TAAAGACAGGATTG 
GATATAGTATGATAAAAGATGCAGAGGATAAGGGTCTGATTACACCAGGAAAGACT TTCTCATGGAGAT 
AACAAGTGGCAATACTGGCATTGGGTTGGCTTTCATTGCAGCTGTCAAGGGT CA ACTAATACTTATC 
ATGCCAGCTTCATATAGCATTGAGAGAAGAATTGTGTCCCTAGCTTTTGGAGC AGTTGCACCTTACAG 
ATCCTACCAAGGGCATTGATGGTGCTCTTGAGAAGGCTGATGAGCTCTTAAACAAATTCCCTAATAGTTA 
TCTGTTAAAACAATTTGCAAATCCTGCCAACCCAGAGATCCATTATGAAACCACTGGCCCAGAGATATGG 
AGAGATTCAGCAGGGAAAGTTGATATTTTGGTTGCAGGGATAGGGACTGGGGTACAATAACTGGTGCGG 
GGAATTTCCTGAAGGAGAAAAACCCAGAGATTAAGGTGTATGGGGTAGAACCGGTTGAAAATGCAATCTT 
GAATGGAGGACAACAAGGCAAGCATCTGATTCAAGGAATTGGTGCTGGTTTTATCCCTGATGTTCTGGAT 
GTCAATGTGTTTGATGAAGTTATTCAAGTATCAAGTGAGGAAGCTATTGAAC CTAAGCTGCTTTCCC 
TGAAAGAAGGTTTGCTGGTGGGGATTTCATCTGGTGCTGCAGCAGCTGCTGCAATGAAGGTGGGAAAGAG 
GCCTGAAAATGATGGAAAACTTATTGTTGTGATTTTCCCCAGCTCTGGAGAAC TTATTTATCTACTGCA 
CTCTTTGATTCCATTAGGAGAGAGGCGGAAAACATGACTTTTTAGTGATGTCTTTATATGTCC 
 
>0612-94-(6-6-06)_D02 
ATTCTCAATCAACGTGTTGCAGCTCTTGAAATCTGCTCAGATGCAACATGGTTGA GCATGGCGATTAC 
ACTCGCTATAGGAGGTATTGTACTGCTCGGTTGAGGAGGTTGTACAAATCATC AGTTCACTCATGGCC 
GCGGTAAATACACCCGAAAAGCCATCACTGAATCCACTGTCACTGAAGTTAGTT CTTCATCTTGTACT 
TTACACGGCAGAGAGAGCTTGGAGCCATGCCATGGAGAAGAGGCAGCTTCCAGATGGT CAAATTCGCGT 
CAGCGTATCTATTTGATTGGTAGGCTGAGGAAAGCAGTTAAATGGGCTACACTG TTGCTCAGTTGTGCG 
CAATCAAGGGAGATTCCAGAACGTCGTTAGAAGCTGAGGCTTATGCCTCCTATATGAAAGGGAACTTGTT 
GTTTGAACAAGATCAGAACTGGGACACAGCATTAATGAATTTCAAAAGTGCC G TGTTTATGAGGAA 
CTTGGCAAATATGGGGACCTAGAGAATCAAGTTTTGTGCCGAGAGCGTGTTA GAGCTAGAGCCTAGTA 
TTCGTTACTGCCTACACAAAATTGGCGAATCAAATCTACAAGCCTCTGAGCT CTGCAGATTGGTGAGAT 
GGAAGGTCCTGCCCTGGACCTTTTCAAAGCTAAATTGGAGGCTGTCATGGCAG G CAAGGTCTCAACAA 
GCTGCGTCCATGACAGAGTTTCATTGGCTTGGTCATAGGTTTCCAATATCTAATGCGAAAACTCGGGTTG 
CCATTTTGAAAGCTCAAGAATTGGAGAAAGATTTACATGGTCCAGCCGCAGATTCACTGCCAGCAGAGAA 
AAGACTGG 
 
>0613-94-(6-6-06)_E02 
AAGCAGTTGATTGAGAGGCTGATTTATGCTGAAGGTGCAGAGAATGGTATGGA TCACAATTGTGAGAC 
CTTTTAACTGGATTGGACCCAGAATGGATTTCATTCCTGGCATTGACGGTCCAA TGAGGGCGTTCCCAG 
AGTTCTGGCATGCTTTAGCAATAATCTACTGCGTCATGAGCCACTCAAGCTTGTGGATGGTGGTGTTTCC 
CAGAGAACATTCGTTTATATAAAGGATGCAATTGAAGCTGTTATGTTGATGA TGAAAATCCCGCTAGAG 
CCAATGGCCATATTTTTAATGTGGGCAACCCTAACAATGAAGTTACAGTTAGGCAGCTTGCAGAAATGAT 
GACTGATGTTTATTCAAAAGTAAGTGGTGAACCTTCTCTGGAAGAACCTACGTTGATGTGAGCTCCCAA 
GAATTTTATGGTGTGGGATATGACGATAGTGATAAGAGAATTCCTGACATGAC TCATCAATAAACAAC 
TTGGTTGGGACCCCAAGACATCGCTCTGGGATTTGCTTGAATCAACTCTCAC A ACACAGGACATA 
CGCTGAGGCTATGAAGCAGGCCATTGCAAAACCAGCTGCCAACTAAAGCAAATTGGTGTTTGGTGGCACT 
TAAGAGAAGGGGGATTCTTGCTTAGGTTGCTGTTGTCTACAATTCTTTTTACGGAAGTCCTATAATATAT 
244 
 
 
GTTAATCTTTGATTCCCACATACCCTATTTTTTGTTTTTTTTGTTTTGTTTTTG TTTTTTTTTTTTTTC 
GTTTCTTTCTTCTCTCTGCTGTCACTGGTCTTATAGCTGAAGTAGCTCA 
 
>0614-94-(6-6-06)_F02 
TGATTAATCACCAGAGGTTTTCATTTGAAAATCCCAAATGTACAGATCCACGTGAAAGCTAATGCACT 
TCTTCAGGCCCACTTTTCAAGGCAAACTGTTGGTGGGAACCTAGCATCAGACAGCGAGAGGTGCTTCTT 
TCTGCAAGTAGATTGCTTCAGTCAATGGTTGATGTTATTTCAAGCAATGGCTGGCTGAGCCTTGCTCTTC 
TTGCAATGGAAGTCAGCCAAATGGTGACACAGGGCATATGGGAGCGTGATTCCATGCTTTTACAGCTTCC 
CCACTTCACAAAGGAGTTGGCCAAGAAATGCCAAGAAAACCCTGGAAAGAAT TC GACCGTTTTTGAT 
TTGGTGGAGATGGAGGATGATGAGAGGCGTGAGCTGCTGCAGATGTCAGATGAG A T GCTTGATATTG 
CACGATTTTGCAACCGTTTTCCCAATATTGATATGACATATGAAGTGCTTGA AAT ACAACGTGAGGGC 
TGGGGAGGATATCACGCTGCAAGTCACTCTTGAGCGAGATCTAGAGGGAAGGACGG GTGGGACCTGTT 
GATGCTCCCAGGTATCCAAAGGCCAAAGAAGAAGGGTGGTGGCTAGTTGTTGGTGATACCAAAAGTAACC 
AGTTGCTTGCCATCAAGAGAGTTTCCCTGCAAAGGAAGGCAAAGGTTAAGCTTG TTTGCTGCTCCTGC 
AGATGCTGGAAAGAAGCCATACACCCTCTATTTCATGTGTGATTCATATTTGGGCTGTGACCAGGAGTAT 
AGCTTCAGTGTTGATATCAAAGAAGCAGCAGCCCGGATGAAGACAGTGGGAGAGAATAAACAGGTCATCC 
TTTTTATTTGCTTTT 
 
>0616-94-(6-6-06)_H02 
ATACCCATCATTGGTGGAGGCTTATGGATGGCAAGGAATAGCACATCCTGTGAGAGT TCCTCCAAACCC 
CACTTCTAGTTGTGGGTTTTGTCGTCCTTGTTATTTCCCTAGCTGGTTTCAT GGGGCATGCTTTCATGT 
AGCATGGGCACTTTGGGTTTACTTAGTGGTCATGTTGTTCCTTATTGGAACCTAATGGCTTTGACTGTG 
TTTGGTTTTGTGGTCACAAGCCAAGGTGGTGGTGTTGAAGTACCTGGTAGGGTT TAAGGAGTATCGTT 
TACAGGACTACTCACCTTGGTTGAGGAATAGGATTAAGGATCCTAATTATTGGATGACCATTAGGAGTTG 
TATACTGGGCTCTAAGACTTGTGCCAAGATTGCTCTTTGGACACCTCTTGATTATCTTGAGAAGGACATG 
TCTCCAATACAGTCTGGTTGTTGTAAGCCACCAACTTCATGCAATTACAACATGGCAACAGCGGTAGCCC 
AAGACCCTGATTGCTACCATTGGAACAATGCGCCCGACTTGTTGTGCTACGA TGTGATTCTTGCAAGGC 
CGGGGTGCTTGAGAATGTGAGAAGGGATTGGCACAAGCTCTCTGTTCTTAACATTGTCATGCTTGTGTTC 
CTTATTGGGATTTATTCAATTGGCTGCTGTGCTTTCCGAAACACAAAACGAGCTGA ACTGAATACCCTT 
ATGGCGAAAACCGAGTCAAACATATCAAACCCAGATGGGATTATCACTGGTGGAGATGGTTGCAAGACAA 
AAGAGAAGGGCTTTATTAGCTATAAAGAAGTTCTGATGTTCTCTCAGATTCT GTGTTCC 
 
>0617-94-(6-6-06)_A03 
CCACAAATGTCTCGATCTACGGAGATGTTGTCTCTGTCCGAGCTTCTCCCTGACAACGTCGTATTCGACA 
TCCTGACTCGGCTGCCTGTGAAATCCTTAATCCGATTCAGGTGCGTTTCTCA CT GGAACTCCACTAT 
CACAAACCCCATTTTCATTACAAAACACCTCGATCTAGCAAGTTCATTATCCGACATCAACAACAATGGT 
TATCTGTTATTCACGCCACTAAGAAATTACCCGGACCCTTCATCTACCCAACAATGGACTACGTTTGTTT 
ACAATACCAACCGCACGTTGACCCAGATTTCAAGGTTTGAAATTCCCTTTCAAC TCATAATTGGCTT 
CTGTAACGGCGTGTTCTGTATTGCTGCTAAAAATGATGACTCTGATGAAAAA TCTTACACGCTCTTTG 
TATTTGTGGAACCCAAGCATTAGAAAGTTAAAGAAGCTTCTAGCTACTCATC AGC GATCGAGCCGTTT 
CTGGATTTGGGTATCATCCTCAAAACAATGACTACAAGATTCTGAGAGTTACGT GCTATACAACAAGT 
GACACGAAAACCCGCTGAGGCCGAGATTTACACACTGAGTACTGATTCGTGGAGAAA GCTGTAATTTCG 
GTGGAGTCATTTAGTGGCTCTGATTCTGGACCCAATGGATCAGTTGATGAGGT ATTTCCCAACCCGAT 
TATGTTTTAATGGAGCTTTGCATTTTATAGCATTTTCTGGGGACCATAAGTTCATCTTGTCCTTCGACAT 
TAATGATGAGAGATTCCGTGAGATATTGCTGCCTCAGAATTACTTGGAAGGAA 
 
>0619-94-(6-6-06)_C03 
AATGGTTGTAAAGTTTAAATTATAGATCTACTTTATAGGTTTCTACATGGGTCCC TTTGGATGATGAGA 
AAATGTAGGAAATGGAAAGGATTTGAATGTCAAAGTTTCCATTTTTATCGAGGGATCAAAGAATTTCCA 
TTTTTGGGATCTGGGAAAATGGATAGCTTATCTCAACCGAGCTGGGTTTTAGGATTTGGCTCGGTTCGAT 
TTGTGAGATCTTCATTTCCTGTGGATATGGATGGAGCTGAAGGAAAAAGATACATTT TCGATGTATATA 
TATATATATATTTTCCATTTTCTCAGCAGCCAAACAGGGGTTTGATCTATCTTTCGATGGGGAGATCCAG 
TTGATGCTTTCTATTTTTTGTATTTAGCTTTAATGTTTATTCTGCCTGATGATCCATCAGATTTGTCATA 
TTAGATTTTATGTTTGTTTTATATTCAATTTGTCTGTAATGAGATTTTCAAGGCAATTGGCAATCTTTG 
GTTCAAATGCTGTTAGTGGGTAACTGGAAACATAGCAAAGTTTGAATCTTTTGTGA TGATTTTGCTCAA 
TGTGTAGTTGTCATGGATGATGATGCGTTGAATATGCGTAATTGGGGTTACTATGAACCATCCTTCAAAG 
GACATCTTGGTCTGCAGCTCATGTCAAGCATGGCAGACCGTGATTCAAAAAATTTTCTGCCTGGACGTGA 
245 
 
 
TCCTAATAGCATGATGATTAACCCAGCAAATGGAACTTATCATCCTCGGGAT TGTTGTTTCGGAAGCA 
CCCGTCCCTATTAATTATGCGAGGGACAGTTGGGTAAACCAGAGAGATAAGTATCTCAATATGTTGCCTC 
CCAATCCTAATTATGCTGTTCTCCCAGATACGTCTGGAGCTCATTCATTACAGA GATAC 
 
>0621-94-(6-6-06)_E03 
CGCTAGTGACAGCCATGTCAATGCTGGTGCGTTATTAGGAGTTGGGATCGTAA TTGTGGTATCAAGAAT 
GATTGTGATCCGGCACTGGCACTTCTAGGAGAGTATATAGATAAAGAAGACCCATTCATTCGGATTGGGG 
CAATAATGGGCCTTGGGATTGCATATGCTGGTGCTCAGAATGAGCAGTTACGGAGTAAATTGGCTCCTAT 
ACTCAATGATACTAAAGCTCCTCTTGACGTGATTGCTTTCACTGCAATCTCT GGGTTTAATATTCGTG 
GGTTCTTGCAACGAAGAGGTTGCTCAGGCAATTATATTTGCATTGATGGACCGAAGTGAGTCAGAGTTGA 
CGGAGCCCCTAACTCGTCTTTTACCACTTGGGCTTGGTCTTCTATACCTCGGGAAGCAGGAAAGTGTGGA 
GGCAACGGCTGAAGTTTCTAGGACCTTTAATGAAAAAATCAGAAAATACTGTGATATGACATTACTTTCC 
TGTGCCTATGCTGGAACAGGGAATGTTCTTAAGGTTCAAAATCTTCTGGGTATTGT CACAACATCTAG 
ACAAAGGTGAAACTCACCAGGGTCCTGCTGTGCTTGGAATTGCTATGGTTGCAATGGCTGAAGAATTGGG 
GCTTGAGATGGCAATTCGTTCATTAGAGCATCTTTTGCAGTATGGAGAGCAGA TATTCGCCGTGCTGTT 
CCTTTGGCTCTTGGTCTCCTTTGCATATCAAACCCTAAGGTCAATGTTATGAC CATTAAGCAGACTTA 
GCCATGACACAGATTCAGAAGTAGCAATGGCTGCAGTAATGTCGTTAGGTTG TAGGTGCGGGCACCAA 
CAATGCTCGAATAGCTGGCATGCTTCGTAATCTTTC 
 
>0624-94-(6-6-06)_H03 
ATCTCTCTGTCCCCGTGGCTCTGAGCACAAACAGAAGAAGAAGAAAATGGGT CACT TGTGGGCTTACA 
GTGACCACAATTCTCTTGTTTTTTCTCCTCTTCGTCTCTCTATCTCACTCCTTCTACCTTCCTGGCGTTG 
CTCCTCGCGATTTCCAGACTGGAGACCTCTTGCCAGTCAAAGTGAACAAATT TC TCTACTAAAACACA 
ACTTCCATATGACTACTACTATCTAGACTATTGTAAGCCTGACAAGATTTTAACAGTGCTGAAAACTTG 
GGGGAAGTTCTTCGAGGTGACCGCATTGAGAATTCTGTCTATACTTTCCAAA GAGGAAGGAGCAATCAT 
GTCAAGTAGCCTGTAAAAAAAAGCTTAATGCTGAAACTGCTAAGAATTTTAAGGAAAAAATCGATGATGA 
GTATCGAGTTAACATGATTTTAGATAACCTTCCAGTTGCTGTCCTTAGACAGAGGAGGGATGGAATTCAG 
TCAACAACTTACGAACATGGTTTCCGTGTTGGGTTCAAAGGAAACTATGCTGGGAGCAAAGAGGAGAAAT 
ATTTCATTAATAACCACTTGAGCTTTAGAGTCATGTATCACAAGGATCTTGAGACTGATTCGGCTCGGAT 
TGTAGGGTTTGAGGTTACTCCAAACAGCATTAATCATGAATACAAGGATTGGATAAAAACCCTCAA 
TTAGCAACGTGCAACAAAGACACCAAAAATTTAGTGCAAGGTAACGTCGTTCCACAAGAAGTTGAGACAG 
ATAAGGAGGTTGTTTTTACATTTGATGTTTCCTTTAAGGAAAGTGATATCAAATGGGCATCTCGTTGGGA 
CACATACCTCCTCATGAATGATGATCAGATCCACTGGTTCTCCATCATAAATCTCTGATGATTG 
 
>0625-94-(6-6-06)_A04 
AAGCAGAGCATTCACACAGCACAACGCAACGCAACAGATCTAAGATCCAAACCT TGCGCTTCGCTCA 
TTTCCTGATCTGAGGATATAGTTCAGTTTTGCGGACGCATTGTTTTATACAA AGTGGCTATGTCAAGGA 
GGCAAGTAGGCTCCACACGGCGTGGTGGAAGTCTTCCGTTTGTGGGAGTCATAA TT AAATCGAGATC 
TTCTCCCTTAGTATCTGTAGTTCTTGTCGTTCTGGGAGTAATCCTTCTTATCGGC ATGCTTCTCGAAGT 
TCTCGTAGCTCAGGTGCATTTGGAGGAAGTAGAGAAGCAGATAGCAAGGTTG CGACTTTTCATGCA 
CAGCAGAAGTTGAGAGAGCAATACCTTTTCTAAAGAAAGCATATGGTGACAGCATGCGCAAAGTTTTGCA 
TGTGGGCCCTGATACTTGTTCAGTGGTCTCCAAATTGTTAAAAGAAGAGGAACTGAGGCATGGGGTGTG 
GAACCGTATGACATAGAGGATGCTGATGGAATCTGCAAGAGTCTTGTGCACAAA GCATTGTTCGTGTGG 
CTGATATCAAGTTCCCTCTACCCTATAAAGCAAAATCTTTTTCTCTTGTTATG GTCAGACACATTGGA 
TTACCTGTCTACAAAATTCCTGAACAAGACCCTTCCAGAATTTGCTAGAGTGTCTTCTGACGGTCTTG 
 
>0626-94-(6-6-06)_B04 
CACGCGCCTCCTGATCGAGCGGAACCCGTGGGACTACTTCGACATCGGCGTGCCCTACCCCACCGGATTC 
CACCCCAGGTCCGACTCCGACGTCGCCGAATGGCAAAGCTTCGTCCGAAACCGCCGCCGCACCAGCCTCT 
TCTGCTTCGCCGGCGCCACGCGCGGCGCAATCAGGAACGACTTCAGAGGCTTGTT CTTACCCAATGCCG 
GAACGCCAATGACACGTGTACGGTCGTCGATTGCGGCGGCTCCAAATGCTCC CGGCACCTCGGCCATC 
CTCGAAACGTTTTTAAGATCCGATTTTTGTCTGCAGCCCAGAGGCGATAGCTTCACC GCAGGTCGATTT 
TTGATTGCATGGTGGCCGGTTCGATCCCGGTTTTTTTCTGGAAGCGAACCGTT TTACCAGTACGAGTG 
GTTCTTGCCGGGAGAACCGGAGAGTTACTCGGTTTTTATAGACCGTAACGCGTTAAAAACGGTACGCTA 
GTGGAACACGTGCTGAAGCGGTATAGTAAAGAGGAGGTGAGGAAGATGAGAGAGAA TGATCGATTATA 
TACCGAAGTTAGTGTATGCGAAACCCCTAGAAGGGTTGGAGAGTGTAAAGGACGCGTTTGATGTGGCCAT 
TGATGGTGTGCTACAACGGTTCAAGGAGCAAGAGGAGTGGGGATTCAAGTGGTAATAGAATATAGAGAGA 
246 
 
 
GAAAATCTGGGAAATTAGTAATAGTGATTAGTGACCAGTTTTTACAGTTTTTTA TTTTGTTTTTGTT 
TTTGGGGGA 
 
>0627-94-(6-6-06)_C04 
ATCCCCCAAAAAAGTTTCGCCTCCGCTGGCAAAACGATTGTGATCCGATTCA T GATACGTGGCTCCG 
TACAGCGATTACGCGCGGCTTTGAAGCGCTTGATCTCGACATTTATCTTCCCCCTCCTGACCATTTCATC 
TTGCCCTTTACTCTCTTCAATTACTGTAAAACTTTAGCTGTTTTGAAATTGGC GGCAGCATTGTTCTCG 
ATCCTCCATCATCTTCAGCCATGGGGTTCCCGAGTCTCAAGGTTTTGCATCTCCACTTAGTGGAATATGC 
AAACCCGGGCTCTTTCTCCAGGCTCCTTAGTTGCTGCCCTGTCCTTCAGGATG CTGTACAAATATTG 
GGGAACAAAGACGGTGAAAACAATTTTAAAATCATTGTGCCAACGCTGAAAAGATT CAATTTTGTATCC 
ATATTCCAAACTACAAACTTGAGATAAACGCCCCATGTCTCGAGTACCTTTTTTCGTAGGTAATGTAGG 
CAAACACGTTTTGTTGGCTAACCTGTCCAACTTAGTTGAAGCAGTTCTTGAGACCTCGGATTCGTATGTA 
AGTGTTCGTTGTTTAACTGAATTATTTGATGGGTTTCAAGAATATGGAAAGAGGGTATGGGCCTTCCTCA 
GAGCTCTCTATAATGTTAAATCACTACATTTGGACTCATCTACCACAGAGTGCCTT GCAATGCAATTGA 
TTTTGATGATCCTCCCATGTTTCATAAATTGGCTTACTTGAACTTTGGGTAC CATCATTGTCTTATG 
GAGAACGTGCTACCACTCTTGCTTCATCAGGCTCCTAAACTTGCTGTATTTATCTTTGATAAGAAATGGA 
GAAATTGTTGTGTTGATGAAAGGGAGAGACTGTTTCAGTCTTGAGAA 
 
>0628-94-(6-6-06)_D04 
AACAAAGGAAAAAAAAAAAGCAAAAAAGTAGTGGTGGATGGCAAAAACCAAC GT TACCTCCATTAAC 
TTCAATCAGATCTACGAGAAAACCCTTCCTTCCAATTCCAATCCCAACTCCAC ATCAAAAAACCAT 
CTTCCTCTTCATCTTCCTCTTCACCCTCTTACTCTGCAATCTCTTCTCCCAAGA CCATGGCCGCATGTT 
GGTCCTGACCCGACCCACACCCACATCCAAGCCCAAACCCATCACCACTCCATCACCACCTCCACCACCA 
CCACCGCAACCTCTTTCCCCACAGCCCCAGCAAAGCCAGCTGATCCCCGAAGGACCCGGTCTGATCCCG 
GTTCGGACCAGATTTCTCTTCGTCCGTTGGGTAGTACCGGTTCCGGTTCTCCTGCTCTGTCACCGGTTCC 
GAGCTTTGAAAGGGACAAGGAGGTGGTGGGTGTGGTCACGTCTCCGAAGCCGGAC AATTTGTGCCTCCG 
CATCTTAGGCCCGGTTTTTCAGGGAGGGAGGAGCGGATTGGACCGGATGTGGTCCG GTCAGGGAATCGG 
GGCGGAACAATTTCGGGTCTCCGGGTAGGTACGGAGAGGATGGGCGGCCCAAATCGGGTGGTGGGTATGA 
GAGGATGATGAGGGGTGATGAATCGGAGCTGGGAATGGCGAATCGGCCAAGATCGAGT GAAGCCGGCCT 
GGTTCGAGTGGATGATTATTTTGGTGAATTGATTCTGTCCTGCGGACAAGGATGG ACGTACTTGATGCC 
ACAAAGGGATTCTCTATAGGGACCAACTTCTGTCATTTTTCTCTCTGGAACCCTTGATTTTCAGAAT 
GAACAGAATTTCAATTTTTGGAAGA 
 
>0630-94-(6-6-06)_F04 
TCCCCAGAAATCGCAGGACTGGTGACTCAAGGGGTTTTGCGTTTGTGCGGTACAA TACGCGGACGAGGC 
GCAAAAAGCCGTGGATAGGCTAGATGGAAAAGTTGTTGATGGTCGGGAGATAACGGTTCAGTTTGCAAAA 
TACGGGCCAAATGCCGAGAGGATTGACAAAGGTAGGATTAGTGAATCGTTCTCAAAGTCAAGCTACAGGT 
CAAGAAGTCGCAGTCCTCGGAGAAGGTACCGTGATGACTACAGAGATCGGGATTA AA AGAAGAAGCCG 
CAGTCGAAGTTTGGATAGGTATGATCGTGACTCACGATCTCGTGATAGGTATCGC GGAGGGACAGAGAT 
TATCGTCGCCGTAGCAGGAGCCGCAGCCGCAGTGACAGTCCTGATTACTACGGGGCAGGGGAAGAGGCC 
GTTATGATGATGAGCGCCGAGGTCGAAGCCGAAGCCAAAGCCGAAGTCGATCTA G AGTGCCTCTCC 
TGCTCGGCGTAGTCCTACTCCTCGCAGAAGTGCTTCCCCGCATAAGTCTCCTCTC TAGGGCTGGAAGT 
CCTGATAGGCATAGTGGTGATAGAAGGTCCCCAACTCCACATGGTGTTTCGCC ACA ACCGTCCTGCCG 
ATTCTCGAAGTCAATCCCCTTGAAAGTCAGATGTTGATGAATGATTAATGCGGGTTGTGTGGAAGTTCAT 
GAAGACATATTGAGTAGTGCACTTGTGGCTGTTAACACTAATGTTGAGGAGCTTGATCGTCTTGCATGT 
TCTTATCAGAATGTTAAGTGCTAGTTTTGTTATGTTCGGGAACAATGAGTGGGGCTTGATAGGCGGATGT 
TGAATTATGGCCGTTGATGCTGTATCTAAATTGTAGATGGATGATCGTGATA C GCTGG 
 
>0633-94-(6-6-06)_A05 
TATGGCAAAGGCAACCGTTGAGCTTGACTTTTTTGGAATGGAGAAAGAGAGTTCTTCCTCTTCTTCCTCT 
TCCTCCAAATCCCAGTTCCAAAAGTTTCTCGATCGCCAGAGAAGCATTCGAGGAATGCAGAGTGCTATTT 
CGAAGATTAACCCTGAGGTTCTGAAATCTGTGATTGGGTCTGGTTCGATGAACA GCTCAGGTTCAGT 
GCCCTCGAGTCCAACCAGAGAGCAAATTCTCTTCCCTGTTTTGCCTGTCTGT C GCTCCTACACTCAGG 
CCTAGTTCGGAGAAACTTTCAGATTCAGCTCCTTTGACTATATTTTACAATGGTACTGTCTCCATCTTCG 
ATGTGCCTCGAGACAAGGCGGAGACCATTTTGAAGCTTGCTGTGGATGGAACC C AGCTGTTGAAAG 
TACATTGGACCCAAAAATTGCAGTTCCTTCAAGCGACCAAGAACAACTACTCCA ACACTTAAAGGAGAT 
CTGCCAATTGCGCGACACAAGTCGTTGCAAAGATTCTTAGAGAAGCGCAAGA AGGCTGACTTCCGTTT 
247 
 
 
CGCCTTACAGTTGCTACACCTAAATAATACGCGTTTTTAGAAGACCAAAGGA GGA CTATCCATCCAAT 
GCAGACCATATTGAAATTATAAGAAGAAGATGATGAACCGCACATATATAATATATATAATAGCAGTTTT 
AGAATACTTTTGTCCTTTTGTCCTTCAAGGATTTCAGCTTATTATTGTAGTAGCT TTTACTTGCTTGGA 
CAAAATGGTACCACTGGCTTTAGATTTAGCTTTACTTAAGTTAAAGTAGGGACCGCTTTT 
 
>0634-94-(6-6-06)_B05 
AGTCATAACAAGGCTGGAGTCCATGCACAACAGTCTTGTTCATAAAAGGCGTTGGAA GTTTATACACTC 
TCTCTGTGTGTGTGGGGGTATTGGGGTGGTGTAGCTGTAGGTGTAGGTGGGTGCATGCATGCATGCGGTT 
AACAGTAAGTTTCATGTTTAAAATTTGATTAGTTCTATGTAGAGAAAAGAAG GGAAGAGAGAAAACAT 
GAGAGTTTAAGTGGTTAGCCCTTGTGTCCTACATCCATGGAACAAGAGCTCCAAAGA TACATCTTCACT 
TAGAAAATGATACATTACAACAGAACCCATTTTTATAATGGGAATCACATACATAAATCAATCACAATTT 
TGATTTGATTGCTTCAATCTCACAATTTCATCAAACAATCAATTTCTTAATT CCAATCCCATGATC 
TTCTCCAAGAATCAATGCCTTGATTTGGTCTTCAATGATATGGAAAGTCTACT TCCTACATTTTATAAC 
CAAATAAATTTTTTATGATGTTAACTATTTAGTGGCCTAAAGTTGCATATGCA A GCAAAGCACTTCTT 
TCAATTTCTGGCTGTTGGCCTGTTTGTAAAGTGGGGTCCACAGTCCATGTTTA AT GGAAATTGCTAA 
AGATGTTATAAATTTTCCTACAAAACCTTCACAAACTAATGTGCAAAAAAATGTAATTAGTTGATATCAA 
CAACGTAATTAATGTCAGAATAACTTTTTTGTGATTAATGACACTTCAGTTTGTAAAGGTTATATAGTAT 
CCTTAGTATCACTCTTAAAGGTTTTTTAATTTAAAATTTTTTTTTTTTTAAATTTTTAAAATTTAAAATT 
TTATTTATTTATTTATTTTTTTTTTATGTCTAGGATCGTCAAATA 
 
>0635-94-(6-6-06)_C05 
ACAAGAGCAACTCTCACGCTTCAGGGGACCCCTCTAACCCATGTCCCATCTG TCGGACCCATCCTTCA 
AGATTCCTATCTTGACAAATGTTTCCATAAGTTTTGTTACAATTGCATTGTCA GGACCAAAGTGGTT 
GCACGCAAGCACTCTAGCCCACCTACTTCTGTAAAATGTCCTCTGTGCAAGACGGAAAATTTTTCTATAC 
TGCATGGATATGATGGAAGTTCATTTCAACGGCATTACATTAATCGAGATTTT GA ATAGGTATCGTCC 
TTTTGATTTCTTTTCTTTCAGTTATTTTCCCCGGCAGTTATTATATTTCTATATTTATGTTACTTCATGT 
AATGGTGTTGCAGCTTTCTCTTAACAAGAGCACACAAGTATAGATTACAGTGCT T ACACTGAACCAGG 
TCTTATGCTGCTTGTCATTCTATTTATTGGTTCTTCTTAATGCTACCTGTTTGTAACATTATTTCCTGAC 
AAAATTACTATTACCTGTATTTATGCTTTTCGGTTAACCATGTGTTCAATCAGGTATCGTAGATGACATA 
TTCAACGTACTATGGTATTGGAAATCTCATAAGTATCTTCAGCCAAACCATTGGCTCCAAAGTTGGTTGA 
AAAGGGAAATACAAGCTCTTATACAGGTCTGCAAATTAGCCAGTCTAATGTTTCCTTATGAACACTATAA 
ATTGATTGTAGACTATGACATAGAACACAAGCTGCATGTAATAAAACATGTTGC AATCCTGAATGAAGC 
TTTCAAACCATTTAATATCATGTTAGCATCAGCCGATTTGCATGAAATAAATTCTAGAGAAAAAATCTAT 
ATATCCACCAACTCAATTTTTGCTGGGCATCCAAAGCTGACTATGGCCAATCTTATTCATTAAATTGAAA 
AGAAAAAAACAGA 
 
>0636-94-(6-6-06)_D05 
AGAGAAACCAAACCAAACCAAACCAAACCATGTCACTCTCCTCCTCAGCTATT TTCTATTCCCCAACAC 
TCCAATTCCAAAACTCTTCTTCTCTTTCCTCCCCACTCCTCCACCCTCACTT C CTCCCTCACTCCC 
AGAACCATAAACCTCTCAACCAAACGCCACTCCTTTCTCCCCCTCCAAAACG CG GTCTTCGAATTCG 
AAGATGAACTCGTCATCGGCGACTGTGTCGTATTCGAAGAAGGCGTATTCGACGAC CATATCTCCAAAA 
CGACGTTGAAGAAGAACCCCAAACTCCCAAACCAAACAAAAAACACAATAACCATTTCGGAAATCGAG 
CCCGAGAATCTAGTCCCTGAAAAGTGGAAAGAGGTTCAAGCTGAGATTAACATAACGAAGAAAGAGAGGC 
GAAAGATTGCTCAGGACTTGGAGTTCGGTAGCAAAGTCGAGAAGAGGAGGAAGG TACGAACCCATTAG 
AGATGGGAATGCGGTGAAGGAGTACTTGGAGTTTAAGAAGGAAAAGTTGGGGCAGCTCAACCCACTTGTG 
CTCAATAACCCAACTAGTTTTCCTGAGAAAGAAGGTGAAGGTGAAGGTGAAGGTGAAGATGAAAGGAATG 
GGTTTCAGTATTCAAGTGAGCGAGTGAAGCCCAAGAATCCAAGGTGGGCAGTATGGTAGGGGGTTGGA 
GGATTTGACGGAGTTCTTCAATGGTGAGAATTATGAGCCTGGTGAAAATAATCCGAAGGCCGTCCTAAG 
ATGTTTACAAAAGAGGAAAAGTATACGCTGAATAGGAAGATACCTGATGTGCA CTGCTACTTGTGTCA 
AATGGCTACCTTTGCACACTCTTGCTGCATCAAGGAGAGTTTTACTTCGTGAAT CTTTG 
 
>0638-94-(6-6-06)_F05 
GGAAGTTCCGTATCATTCTCGGTCGGTCGGAAACTTCCATCATTTGCTATCTGTGTGGCTCTAAAATTGG 
AACTGAAGGATGTGACATATAGATTTAATACATTTAATTGTTTTATCTACATG ACATCATTGGTTTTGA 
AAGACTGCTCTTGTCTGCTACTTTTACTATAGAATCATCATCTTTTATGTGG TCTGCTATATAAGAGAT 
AGCTATTTGGAAGACATAATTCTAGGGGATTGGAATGACATTGAGTTTCGATTTGAATGTTCAAAATATG 
ATCCAAAAATAGCAAAAATTACAATAGAAAGGTGCGGAGTCCATGTATCATGCATTTGTCCTCCTTGCAA 
248 
 
 
CTTCGCAGCAAATAGCTATGTAGTCCACCATTGAAGAAAATGAGAAACCATTGACCAACCTATGCCAGAC 
GTCCCCAAAAACACTACCTGTCCCACTTCGGATGGCTTTGAATCCGATTCGGACTCTGGAAACGGAGCTC 
TCGCCCAACCCTTCCAATCTCCCACACTTATGTCAATGATGGTTCCAACTCG TATATCCCTCATTA 
AAGAAGGCAAGAAATCTTTATCGAAATTAGATGCCAAGGTATGCCTCCTTCTTCTGTTCTCTAGGATCCT 
CTGTTCTGGTATTTTGATGACTTCATACTTGATGGAACTGGGTTGAAGTCAGCA CTCTGTTCTTGATT 
GAACTTCAAACAAATATGCCAAGTTGTGGTGATGAAAATTCTTTAGGAGGCACGA AGGAAGCACATCAA 
GTATTTGATAAAATGTTATTTTGGGCTGAATGAATGAACTCACTCTCTTACTT ACAAAAGAGTAGGTTC 
GATATACATATAATGCAAACATCATCAACTTCATTGTAAGTCCAGCTTGCA 
 
>0639-94-(6-6-06)_G05 
ACATCATCAAAGGGGTTGCTTCGGGGCTTTTATATTTACATGAAGAGTGGGACAAACTGTGGTTCATAG 
AGACATCAAAGCAGGCAATGTGTTACTGGATTCTGAATTTAATGGAAGGCTG TGATTTTGGTCTTGCT 
AAGCTATATGAGCATGGCTCAAACCCAAGTACCACAAGGGTAGTTGGTACTT GGT ATTTAGCACCTG 
AGCTCACACGCACAGGCAAGCCTACAACAAGCTCAGATGTGTTTGCTTTTGTGC CTGATGCTAGAAGT 
GGTATGTGGTAAAAGACCCATTAACTCTAAAGGATTGCCTGAGGAGCTCATGTTGGTGGATTGGGTGTGG 
GAAAAGTGGAGAGTTGGATCAGCTCTTGAAGTTGTGGACACAAAATTGGAGGGTAT TTTGATGAAGCTG 
AAGCTGTTTTGGTGCTCAAACTGGCTTTATTTTGTTCAAATGATATAGTGGAGGCACGCCCCACAATGAA 
GCATGTCGTGAGGTACTTAGAGGGAGAGTTAGTGTTGCCTGAGGAAGTGGCAACCCCAAATGCACATTAT 
AATACAAAGGGTGCTCGAGGGTTTGAGGATTTCTACTTTCAATCGTTTCCTAC A ATCTTCATGTTTTG 
AGAAGGGAAGTACTTGGTCTTCAGTTGGGAATGATGAAGATGCTGATATTCA GCAGCTTTTACTTCACC 
TCTTCCCCTTTTTAACAAAGACAATGGGAGGTAGCCATGTTATAGAGTTACATTCTTGTCTAATTTTCT 
TTCCAATTTTCTTCTTGTAGTTACCACTGAAAAGATTTACTGTAAATGTCACTG AACATGTTACTAGT 
CTAGTCTAGTTATCCACATCTCCTTGTAGATGCATCAGCACCATTT 
 
>0640-94-(6-6-06)_H05 
TTTCTGAAGCCCCTTTCCTGAAACGAAAGCTTAAACCCTAAACCCACACAATG A CGCACTCTGCTTCG 
AAATGTCACTCTCTACACTCGCAATCTACTTCTCTCCCCTCCCATTCAAAACA CCCAATTCCAAGTCCT 
TCCTCACTCGCCGCCTCGACTCGGCCCCGACTCAGACTCAGGTTCTACTCCTCCGAGAACGACTCGTCCT 
CGTCCTCGTCCACTGAAAACCCTAGCTCTGCTCCAGATCCAGAGACCAGCTTGGCA AACCCCAGAAGAA 
AGATGTCTCCATTGACGTCGAGGACGTCAGTAACAAAGAGCTGAAAGCGCGG TA A AAGTACTTTAAA 
GGTGATGAGGAGGCACTCCCATCGATCCTTGAAGCGATTCTGCAGAGGAAGTTGACTG GAAGCATGAGG 
AGACAGATGATGAGTTGGTAGATGAGTTTCAGATGGAGCCACTGGATGATGTTAAGGACAAAGAATTTGA 
ATCGGATTTTGAGGAAATGCACGAGACGGATGAGGAGATTGATGATTTGTATGA GAAACCTATAGTC 
ATGAAGAGAATGGTTAAGGATGAGTTTTTTAACATGGATGACCAGAAGTGGG TG TCTTGTTAAGGATG 
CCATTGATCATAAGATCATGAAAGACACAAAGGAGTGCGAGGAGATTTTAGGGATATGCTTAAATGGGA 
CAACCTCCTCCCAGATGAGATAAAGAAAAAGGTGGAAGAGAGATTCAATGAG T G GGATATGTGTGAA 
AGGGGAGAGATTGAAGCCGAAGAAGCTTATGAGTTGTTTAAGAAATTTGAGGA GAGATGGTAATTGAAA 
GTCAGAAGATAATGGAAGCTGA 
 
>0641-94-(6-6-06)_A06 
GAACTTCCTTATGCAAATCATGGGCATGTCGTACTAGCAGACCCTTCCCCCATTTTGTTTTATCCTATTA 
GTAGCACGGAGGTTCGCTGTCTGGTTGACGTACCTGGACAGAAAGTTCCATCTATTGCAAATGGTGAAAT 
GGCAAACTATTTGAAGACTGTCGTGGCCCCTCAGGTCCCCCCTGAAATATATG TCTTTTGTTGCTGCT 
ATTGATAAAGGTAACATTAGGACAATGCCCAACAGAAGCATGCCAGCTGCTCC CATCCTACTCCTGGTG 
CCTTGTTAATGGGGGATGCATTCAACATGCGGCACCCCTTGACTGGGGGAGAATGACTGTGGCATTGTC 
TGATATTGTTGTGCTACGGAATCTTCTTAGGCCTTTGAGAAACTTAAATGATGCACCTACCCTCTGCAAG 
TATCTTGAATCCTTCTACACCTTGCGTAAGCCAGTGGCATCCACCATTAATAC TTGGCTGGGGCCTTGT 
ACAAGGTCTTTTGTGCTTCACCTGATCAAGCAAGGAAGGAAATGCGTGAGGC CTTTGATTATTTAAG 
TCTTGGAGGTGTATTCTCAGCAGGACCAGTTTCTCTACTCTCAGGGTTGAACCCTCGCCCATTGAGCTTG 
GTTCTGCATTTTTTCGCTGTTGCAGTATATGGTGTTGGCCGCTTATGCCTGCC T TCCTTCACCTTCAC 
GCGTCTGGATTGGAGCCAGATTAATTTCGGGTGCATCAGGAATCATCTTCCCCA AATCAAGGCCGAAGG 
AGTTAGGCAAATGTTCTTCCCTGCTACTGTTCCAGCTTATTACAGAGCTCCC GTTAAGGGAGATCAT 
TAAAGTAATGTAGCTAAAAATTGGCTGCAGTCAAGATGGGCAATCAGTTCGGCATTTGCCTT 
 
>0642-94-(6-6-06)_B06 
GCCGCTGAGAGTCTACTCCGATCATGGCCTTCTCGTCCCGCCTTTTGTCCAAATC A ACAGTTTTGTGG 
TAGCCAAATCACCTTTCAACAAACACATGCTATTCCAGCCCGTTGCTTTGCAAACAAGCTGATCGCCCT 
249 
 
 
GCTCTAAAGGGAGATGAAATGTTGAAGGGCATCTTTATCGAGGTTAAGAATA TTTGAGACAGCCATGG 
GGATACTTCGCAAGGAGAAAATCACTATTGACCCGGAAGATCCAGCTGCTGTTGCTCAGTATGCCAAGGT 
CATGAAGACAGTGAGAGAAAAGGCTGACTTGTTCTCAGAATCCCAAAGGATTC TTCACCATACAATCA 
CGAACTCAAGATATTCCTGATGCACGAGCATATCTGTTGACATTGAAGGAATACGAATTAAGAGGGGTC 
TCACCGATGAACTTGGTGCAGAGGCAATGATGTTTGATGCACTGGAAAAAGTTG AAGAACTCAAAAA 
GCCCCTTATGAGGAATGACAAGAAAGGAATGGCTGTTCTTATGGCTGAGTTTGATAAAATCAATAAGAAG 
CTTGGAATTCGAAAGGAAGATTTGCCCAAGTATGAAGAACAGCTAGAACTCAA T GCCAAGGCACAGC 
TAGAGGAATTGAAGAAGGATACTCTTGAAGCAATGGAAACTCAAAAGAAGCGGG GAATTCAAGGATGA 
GGAAATGGTTAGTCCGAAGTCGTTGGATATCCGAAACTTTATCTAAGATTGTTTGCCTTTTACTTGT 
TTGTTTGGGGTTAAATAATTGTATGGGCAGAGTGAAAACCCTCAATTTTTGTTTGG AAATG 
 
>0643-94-(6-6-06)_C06 
CTCTCTCTCTCTCATCATAGAAAAACAAAACAAAAAAAATATCAGAATTTAGTA TCACACTCATTTCCT 
CTACACTGTTTCTCTCTGTGTGCAATGTAGTTCGGCTGACACGTCATCGGACTGAATGGCGAAGTGTCAC 
AGAAACAACGTCGGATCTCTAGTCCTCGACGGCCCCACCACCGGCGGCCACT TCG TATGGACCTCGT 
TCTCCGGCTCCGCATTCCGCCGCAAACTCTTCAACGCCATGAGCTGTGGCGGCG CG TTCCCGCCACCG 
CCCCAAGAGCGATTTCGTCGCAGAAACCAGATCGGTCTCGAAACCCTCGAAACCACCGGAGAAGCCGAAG 
AAGGCCAAGTCGGAGAAGCTCTCCGATCTTCTCAACATGGCGGAGTGCTCCTCGTCGGAGACAGACACCG 
AAGCGGAGACGAAGAAGAAAGTGGAGGCCCTGGAGGAGCTGAAGCTCGTAGCTAAGG ACTGCAAGGCGA 
GGATTCAGCGAAACGAAAAGCCGCCGCCAGCAATGTGAGGCTTCGCGCCAAGGAAGACTCGGAAGCCAGA 
GCCACTCTCGCCATGCTCGGAGCGATCCCTCCTCTCGTCGGAATGCTTGATCATCACGAAAACGACGCCG 
AATCTCAGATCGCTTCGCTCTACGCGCTTCTCAATCTCGGAATCGGCAACGACGCGAACAAAGCGGCCAT 
TGTGAAAGCTGGTGCTGTTCACAACATGCTAAAGCTTATAGAATCTCCAAATG TCCAAACCCCATTAGT 
GTCTGA 
 
>0644-94-(6-6-06)_D06 
CATTGTACAACGGGGTTTTGCTGATAAATCTGGGGATAGCATTGTTCGCTTTGGTGGCCATTGAGTAGCA 
GTCAGAAACTTGGGCGTACCTATGCTGTTCTTCTCTTCTGTTCTCTCCTTCGA GTTTCTTGGTTCAT 
CCTCTTCACTCACGAGATTTGGGACATTTCTTCTGACTATTATGGGACATACGTTATCTTTTCAGTAAAA 
CTCACTCTGGTAATGCAAACCATTGGGTTTACTGTAAGGTTGTCATCCTCGTGTTATGGATTCAGATCA 
TTTCAGGCTGTAGATGATGATATTTCAGCTAGCCTGACTCGAATGGTTTGAAG GTACAGTATCCAT 
GAAAATTTTTCCTTGGTATCCACTCTCCGTAAATATTGTTATGAGGTTTCTTCTGCTTAATGCGGCCAAG 
ACTATGTGAGAGTAAGTTTTGTACAGTCACAATTTCAGACATTTTTTTTCCC GGGTAGAAGTGCTGCTG 
GTCAAAGCGAAAGGAGAACCCATGTCCAGTATATTCTGTGAGTGAGACAATGTCA AGGTTTTGCCATT 
TGAGAGCTGTATTTGACTTCATGTTATGAGTTTTAATCCTGCAAAACCCATT TGGCAAATCCTTCAAAG 
GTTTGGATCAGGATTCAAGACTGACTTGCATATGGGTGTACTTTCCTGGCCATGCCGTCATATTGGCATG 
TCAGGCTGTCAGCTACACCTAGGCAGTGCAGTTTAGCTCACAATGAACTCTTT GCCTGGGGTGGGTT 
CGCCAATGTGGCGGAGTTCAGCAACCCCAGTCAGTGGCATTTTGTTCCCC 
 
>0645-94-(6-6-06)_E06 
ACAAATTCATGGTCATCCGCAGTCATCTGCTTTACTTCCTAATCCTCACATGCCTGCTCTTCCTTCCCCT 
AGAATGAATGGTCCTAACCAACCTATGCCTAATCTCCCTTCCCCACAAATGAATGGTCCTCCCCTTTTAC 
CTTCCCCAACTTCTCAGTTCCTCTTGCCTTCCCCAACTGGTTACTTCAATTGTTG CACCGCGTTCACC 
TTATCCATTGTTCTCACCCGGGATGCAGTTTCCTCCACCTTTGACACCCAATTTTGCATTTTCACCAGGG 
ATTTTAGGACCAGGGCCTCAGCCTCCACTTTCACCAGGCCTATTTCCAATAT CCTTCAGGGTATTTTC 
CTGTCCCAAGTCCAAGATGGAGGGACCACTAATACTTGTCCTAGCATCCTATGCTT GAGCTGGTTTTTC 
TTGATCAGAGGTGCTTATCATCATTATGTGGAGTCATCTACTTCTCGTAAGA TTCTCTTGAAAATGTA 
ATGTACACTGCTGTTGTAAGAAGTCCTTTGGTCATTGTAGTGTTTGTATCTCAT T CTTTTCTTATTTC 
TCATTTGTTGATACCCATCTTGCAGCTTGTCTTGAAATAATAGATCTGTAACAGCTGCAATCTTTGTTTT 
TTGGACAAGTTTTACATTAGGCAATGTAGTGAAGACCAGACAACTCAACTGAACAATTGGACAGAGCTGT 
AACATGAAAGGAGGTAGGATTACAGACATCAAAATTTTTAATGTAGGTTGCCTAGTGCAAGGACTCATGC 
TTTTGTAATATTTTGACTGTAATATTATTCACTTTCAGTTTGAAGTTA 
 
>0647-94-(6-6-06)_G06 
CTCGTCTCTGCAACTGCAATCCTCTAGTTTCAGAGTTCTCCATCTCCATCGT T CAGTGTCTTCGTTT 
TGGGGCAGTGATCTCTGCTCCTACAACACTGGAGGAGGAGGAGTAGCTCTCA C GATGCTGCTGCTC 
CTGCTAAACACAACAACAGGAAGAAGAAGAAGAAGAACCTTCTTTGCTCCGAT GTG AACCTTTAGGAT 
250 
 
 
TTTCGCAATGTCCAATGGCTCCCCTCCTCCTTCGTTCAAGATGAACCTCAAGAAT CATGGTCACTCTA 
GAGAAGCCACTCGGTATCCGATTCGCTCTCTCCGTCCACGGCAAAGTCTTCGTTCACGCTCTCAAGAAAG 
GGGGAGTGACTGCTGTTCTAAATTTCCAAAGTGGAGTTGAAACAGAAAATTGGGAATCAATTCCAATTC 
AATCAACCAATCATGCCAAAGATCTAATATTCTCATGATCAACTATCCTATAAGGGAAGGAGACTCTTTT 
GATATGAGGAAGAAGTTACCATTTGGCGTGGGACTTCTATTACGCTTGTTGAAAAAGAACCATCGTGTTT 
TTGTTACTTGTACTACTGGTTTTGATCGATCTCCAGCTTGTGTGATTGCATACCTGCATTGGATGACAGA 
TACTTCCCTTCATGCAGCTTATAATTTTGTCACCGGGTTACATACTTGCAGGCCTGACAGACCAGCAATT 
GCTTGGGGCAACATGGGATCTTATAGCTATGGTAGAAAAAGGTGAACATGATGGTCCTGGAACCCATGCT 
GTGACGTTCATATGGAATGGGCACGAGGGAGAGGATGTAAATTTGGTAGGTATTTTACTGG 
 
>0648-94(6-6-06)_H06 
GGCCCAGATGCTCCGCGGCGGCGTCATTATGGACGTGGTGAACGCCGAGCAAG CC G TCGCTGAGGAG 
GCTGGCGCGTGCGCCGTAATGGCGCTTGAGCGCGTGCCGGCTGACATCAGAGCCCA GCGGCGTGGCTC 
GCATGAGCGACCCTCAGCTCATCAAGGAGATCAAACAAGCTGTGACTATTCCAGTCATGGCTAAAGCTCG 
CATCGGCCACTTTGTGGAGGCCCAAATCCTTGAAGCCATTGGAATCGACTACGTCGACGAGTCCGAGGTT 
CTAACCGTGGCGGACGAGGACAACCACATCAACAAGCATAACTTTCGTATCC T TTGTTTGTGGGTGCC 
GAAACCTCGGCGAAGCCTTACGTAGGATTCGCGAAGGCGCGGCGATGATTCGACCAAAGGGGAAGCCGG 
AACCGGGAATATCATCGAGGCCGTGAGGCACGTGCGCTCCGTTATGGGAGATATCAG GTGTTGAGGAAC 
ATGGATGATGATGAGGTGTTCTCCTTTGCAAAAAAGATCGCTGCTCCTTATGATTTGGTGATGCAGACCA 
AGCAGCTTGGGAGGCTTCCGGTGGTTCATTTCGCCGCCGGTGGGGTGGCGAC CC GCTGACGCGGCGCT 
CATGATGCAGCTCGGTTGTGATGGTGTGTTTGTTGGCTCTGGGGTTTTCAAGAGCGGTGACCCGGCTCGG 
AGGGCTCGGGCGATTGTGCAGGCTGTGACTCATTACAGTGACCCGGATGTGCTTGCTGATGTGAGTTGTG 
GATTGGGTGA 
 
>0649-94-(6-6-06)_A07 
CTGTGAAGGTTGCTCCTATTGGCAAGGATAAGGAAGGGGTGGTCATGTGGACCATAT TTTACCAATACA 
AATGCAGCACATGGAGCTGCCTTGCAACAGTAAAATTCATTTCCAGAGCCCAAGTTGAGCCAATACCATC 
AAACAATATCCTCTTTTGGCCCTTCTACTTCAAATGGATCTGGCATTGAGACATTATCTGGACAGCAGTT 
TCTTTGGGGAAGTCCAAATCTGTACTCAGAGCACACCAATTCTTCGGCTTGCCAA ACCATCTGTGGGA 
CATCCTTATACATCTAATGGAAAGGGCCATGCCTTTCCATTCTCGGGTCGGCATG CTCTTTGCTTGGCT 
CGTCCCAGCCACTTCACCATCATCATGTTGGATCTGCTCCTTCTGGTGTTCCGTTTGAGAGGCACTTTGG 
TTTCTTCCCAGAGTCACCAGAAACTTCATTTGTGAATCCTGTTGCTTATGGAGGCATGGGCTTGGGTCCT 
AATGATGGAAATTTTATGGTAAATATGGGTGCTCGTGCTGCAATTAACCCTGG AT AATATACCTGGGA 
GCATGTCTGAAAATGGTTCATCAAGTTTCAGAATACGGTCCTCGCCAAGGCTT GCC TGTATTTTTAGG 
TAATGGTCCTTACCCTGGACTGCCACCTACCAGCATGGAGGGCATGACTGAGCGAG GCGGAACAGAAGG 
GTTGAAAATAGTGGGAACCAGGTTGATAGCAAGAAACAGTTTCAGCTTGACTTA 
 
>0652-94-(6-6-06)_D07 
AGAATTTTATTCTTGGGCTCTCAGGTGGATGATATGACAGCAGATTTGATCA AAG CAGCTTTTATTTC 
TGGATGCTGAAGACTCAAAGAAAGATATTAAATTGTTTATTAATTCACCTGGTGGCTCTATTACTGCTGG 
CATGGGTATATATGATGCGATGAAGTTGTGTAAGGCAGATGTTTCAACTGTTTGCCTGGGCCTTGCTGCA 
TCTATGGGTGCGTTTCTCCTTGCTGCTGGTTCAAAAGGGAAGAGGTTCTGCA G CAAATTCGAGAGTGA 
TGATCCATCAACCACTTGGAACTTCTGGAGGCAAAGTGACGGACATGAGTATACGAATAAGAGAAATGAT 
GTATCACAAAATTAAGCTGAACAAAATCCTGTCAAGAATCACAGAGAAGCCTATAGAGCAGATTGAAGCT 
GACACAGACCGTGATAATTTCATGAATCCTTGGGAAGCTAAGGAATATGGGCTCATT ATGAGGTTATTG 
ATGATGGCAAGCCAGGATTAGTTGCACCCATCGGAGATGCATCACCTCCACAAAA TCGGGTGTGGGA 
TCTGTGGAAAGTTGAAGGGGGTAGGAAAGCCAAGAAGAATTTACCCACCGAG TACACTTTTACAGAAT 
GGATATAAAGGGGGTCAAGAAGGTGATGGGGAGAGGGGCACCGAGCAAGAAAAAGCAAGCTCCTGCTCCT 
CTATGAGGCTTAACTTCAACTCTTCCCTGCATCTCTACTTAGTTTACCTGTAATGT CATCTCCCAAAAC 
AGTGGTTATTGCTAATTTGTGCTTGTTTAATGATTCCTTATACTCATTCAGG TCAAGGTGTATTTCCT 
ATATATTTTGAGCTTT 
 
>0653-94-(6-6-06)_E07 
AAATACGAGAAGAGAAAGAGAAACCCAGACCCCAAAACCTCAGCGCTCTTGTTATTGACGTGCAGAACT 
ACTTTTCCTCCATGGCCCACCCAATCCTCCCCAACCTGCTCCAAACCATTCAGCTCTGCCGACGCGCCTC 
CATCCCTGTCATCTTCACGCGCCACTCCCATACTGACAGCGACGGCGGCATTTGCGGAGTGGTGGAAC 
GGCGACCTCATCATGGACGGGATAGCGGAGGCGGAGCTCATGCCGGAGCTGGAGAGGCTGCCGGAGGACA 
251 
 
 
TGGTGGTGGGGAAGAACACGTACAGCGCGTTCAGGAACACGCGCCTGGAGGAGCA CT CGCGAGATGGG 
TGTGGAGGAGGTGATCGTCACGGGTGTCATGACTAACCTCTGCTGCGAGACACG CGCGTGAGGCTTTC 
GTCAGGGGGTTTAGGGTCTTCTTCTCCACCGACGCGACTGCCACGTCGGAATTGGA CTGCACGAGGCCA 
CGCTCAAGAACTTGGCATACGGTTTCGCTTACTTTGTTGATTGCAAGAGGCTTCAA AGGGCCTCTTTGG 
GAATCAATGAAAGAAAATTAAGGTATATTAAGAGCACACATGCCAAGGAAAG CTGTACGAGGGCTAGAG 
TGGCTTTCCATCAAGATTGCTAACTAGGCTTGGGAGATCAGTAAATCTTCTTTAACTTTTTGGGATGCAA 
TCTCTGTCAAAGGGGATGCTAATGTTGTTTGGTTATTATGCCTTTTATATTGATACTATCCTGAGAATGT 
ATCTGCTTGTTTAGATCATTGTCACTGTATGATAGAAATTGACATTTG 
 
>0654-94-(6-6-06)_F07 
AACTGGGGAAGTACTAACAAGAGCCTCAAGTGTTGGGGGGATGATGAATAAAAAAACGAGGAAGTTGTCT 
AAGATTCCGGAAGAAGTTCGAGGGGAAATAGAGCCGTACTTTCTGGATTCTATCCTGTTGTGGAAGAGG 
ATAGCAGAAAACTACAAAAACTTGACGACAACACTGCGGACTATGTTCGCACTGGTCTCGCTCCTAGATG 
GAGTGATTTAGATGTCAACCAGCATGTTAACAATGTGAAGTACATTGGCTGGATTCTTGAGAGTGCTCCG 
TTGCCAATCTTGGAGAGCCATGAGCTTGCTGCTATGTCTTTGGAGTATAGGAGGGA TGTGGGAAGGACA 
GTGTGCTGCAGTCTTTGACTGCCACCTCTAGCAATGGTGTTGGCAATTTGGCTAGTCTTGCTGACATTGA 
GTGCCAGCACCTGCTTCGACTTGAGGATGGGGCTGAGATTGTGAGGGGAAGGACT TGTGGCGGCCTAAA 
TATGCCAAAAACTTTGGGACTTTTGGTCAGCTTCCAGCGGAAAGCGCTTAATTT GTGAGTGCTGGAATG 
GCAATGCTCTCTCTCCCTTCTGTGTGCCCCTCACTTGTGTAGAATCCTGCATGTGTTTCTTGGATTTATA 
TATGTTTCTTCTTTATATATATATATATATATATTCCTTCTCTTTTGTCTCCC TCGAAAAGAAAAGTAG 
CCCCATTGTAATTACCTCTTGCTGTATTCTCTCTCTCAAAGGCTCGCTAAAGACAAATGTCTGCATTCT 
GGCAGTTAACCTTAGCTGTTTGGGATCCCAGGGCGACTGGGCGAGTTGTCTTA TAA GGCATGACATG 
TATAATTTTTTTTTTTTTTTTTTTCCTTTTCATTATTATTC 
 
>0655-94-(6-6-06)_G07 
GGGGGCCTTTTGTCTGAAAAAAAAGTGTCTTGTTCTTCTTCACAAATCTCTC TCTTTCTGTTCCAGG 
ATTTTTGGTGTTTTGAGGCTGTTCTTTTTTGGTGGTGAACCATGGCTGTTGAG TGGGGTTTGAGAT 
GATCCAAGCACCAGTGGAGATTGTAGCTGAAGAAGACACAGTCGCTACTGTTTTGCATGGGAAGGAAAAT 
GGAATATTGGATCAAGGGCCAGGGCTTGAGGAGCCTATAAAATTTGGTTCACATGGAGATGAACCGGTTA 
AAGTAGAAGGAAATGATGTCTCAGATGCCAACTTCCCTAAGGATGCAGTTGATGAGT GCCTGCACCTAA 
GCAGATCCATTCATTTTATTTTGTTAGGTACCGTCCATTTGATGACCCAAAAAT AGCCAAAATTGAT 
CAGGCTGATAAAGAGATTCAGAGGAAAAATCAAGCCCGATTTCAGATCACTAGCACTAAAGGCAAAAA 
GGTCGGATCGAGCGGAGTTGATTTCTCAGGTTAGAGCTCTGAAAGATGACAACA G GTTCAAATCGAT 
ATTGGATGAGAAAAGAAAGGAGATGGAGCCTCTGCAACATGCTCTTGGCAAGCT GCAATGCAAACAGT 
GCTGGTCGGGGTAGTGGTTTATGTTCATCTGAGGAAGAGCTTAACAATGTGATCCAGAGTTTGCAGTACT 
ACATACAGCATGAGAGCATTCCATTGTCTGAGGAAAAGAAGATCCTTAAAGAAATCAAACAGCTTGAAGG 
GACAAGGGAAAAAGTAATTGCTAATGCTGCTATGAGAACAAAGATTC 
 
>0656-94-(6-6-06)_H07 
TTTGAACGATGTTGCTCTCAAGATACTGCAAAATGAGGTGGCCACAGTTCCCAT AT TATTCATCTTCC 
GAAGACGGATCGTTTCCACAATTATTACATCTTGCTTCACTTACTGGAATTCT AATGTATTTGCCGAT 
ATTTTAGACATTCTGCAAGCTCATTACCTATCCTCCAACTGCCAATTTGTTCAATTCCTGTGGGTACATG 
GGCTCCTAAAATTGGAGAATCAAATCGTCAACCGTTAGCAATGTTGAGACCTAGTGCTTCTCTTCGTTCA 
GCATTAAATTTGTTAGTTCAAGCTCGAGTAAGTTCAATACCAATTGTTGATGACAATGACTCATTACTGG 
ATATATATTGTCGGAGTGATATAACAGCATTGGCTAAAGACAGAGCTTATAGC TTAATCTTGATGA 
AATGACAGTTCATCAGGCATTGCAGCAGTTGGGTCAAGATTTATACTCTGCTTATGAGCTAAGGAGTCAA 
AGATGTCAGATGTGTTTGCGCTCTGATTCACTCCATAAAGTTATGGAGCGATTGGCAAATCCAGGTGTCA 
GACGGCTTGTCATTGTGGAGGCTGGCAGCAAGCGAGTGGAAGGCATTGTTTC CAG GACATTTTCAA 
GTTCTTGTTTGGCTAATTCAAATCAATGATTGATGATATAATAGAAGAGGCTTGT AATCACTTAAGAT 
TTCCAGATGTTTATGGGCATCATCACCTGCTCAACTGTTCCATAGAGACTCAGTAGTTTACACGATGAC 
TTGATCTCGTTTCGCTAAAATATACAATTGGATTGGCAATTGGATTGGCCTCTTG TCAACGCCTGCTT 
TTTTTAGGATTTTAGGCTAAAGAAAGAGGCTGTAA 
 
>0657-94-(6-6-06)_A08 
AACCCTTTAGCTCCAATGGGGATTGATTTAGTCGCAGGAGGCAAGGTCAAGAAGAGCAAGCGTACGGCTC 
CAAAGTCCAATGATATATACCTTAAACTCCTCGTCAAGCTTTACCGGTTCCTTG T GGAGAACTGGCAG 
CAATTTCAATGCGGTGATTCTCAAGCGCTTGTTCATGAGCAAAGTAAACAAGCCTCCACTTTCATTGTCT 
252 
 
 
AAGTTGATCCGATATATGGAAGGAAAGGATGGTAAGATTGCTGTGGTTGTGGACTGTGACTGATGATA 
TTCGGGTTTATGAAGTTCCTGCTTTGAAGGTTACAGCACTTAGGTTTACTGAG CAAGGGCCAGGAT 
TGAGAAGGCAGGCGGTGAGTGCTTGACGTTTGATCAGCTGGCGCTAAGGGCTCC TT GGACAGAACACG 
ATTCTTCTTAGAGGTCCAAAGAAGGGTCGTGAAGCAGTGAAACATTTTGGTCCC CTCCTGGTGTGCCAC 
ACAGCCACACCAAGCCCTATGTGCGAGCAAAGGGAAGGAAGTTTGAGAGGGCTA A AAAGAGGAACAG 
CAGGGGATTTCGAGTTTAAGTTGATTTTAGTAATTGTTGAGCAAGAAGTGTC T TCTGACTTTGTCAAT 
CCAAAGTTTTGCTAGACTATTAGGTACTTATGGAGGTTATTTGTCATTCTTT GATATGCACTCTGG 
GCAATGATCATTTAATGTTTGTTACTTAAGAGACTTGTTTTTACTTTTGTTACAAACCGGTTTGTTTAAA 
AGTGTATCTGGGTTCATCTATGATATTCAAGTTTTGTTAAATGGATCTAGTGA TGATGATTGTTT 
 
>0658-94-(6-6-06)_B08 
CAAGTATCAGCGGGCAGCAACAGTACTTGAAAGGGAAAAACAGTAAGAATGCTAATGTAGTGTCGGATAG 
GAGCAACAGAATTCTCAATAAACCTATGTGGAGCTTCTTTATGCGCCCTCCAGATAAAAAGCCTGACCCA 
GAGTCAATTATGGATGGATCTGAAAATGAATGTTTGGAGCAGACTACTTCAAATATAGATAATGCAGGCT 
CAGAATCAAATGAAATTCATCGTTTTGAACTTCTAAGGACTGAGCTAAGAGA CTT AAAAACGGGTCCA 
AAGAAGTGCTAATCAATCAGAAAATGAGGAGGAGTTTAATGTTACAGATGATGATGATAATAATCAGTGT 
GATGTTAGAGGTTCTCAATTGGTCCAGGTTCAGAAGAAAGAAAGCATCATCGAAAAATCATTAGTCAAGC 
TAAAAGAAACTAGCACGGATGTCTTGCAAGGAACCCAGCTTTTAGCTATTGATGTTGCTGCTTCTATGGG 
ATTGCTCAGAAGGGCCCTGGTAGGAGATGAATTGACAGAAAAAGAAAAGAAGTTTTCAAAAGAACGATG 
ACTGACTTAGCATCAGTTGTTCCAATTGGCGTTTTGATGCTTCTTCCTGTTA CAGTTGGGCATGCAG 
CAATGTTGGCTGCTATTCAGAGATATGCACCAGCTCTGATACCATCCACATATGGACCTGAAAGATTGGA 
TCTCTTGAGGCAACTTGACAAAGTTAAGGAGATGGAAACCAGTGAAGATAATCCGAATGAAAATGGGGAG 
GAACTAGCCTGACTAGAAGCCAATGCAAATTATGTACAGCTGTCAAAATTGAAACGCTATTTTCAATTAT 
GTGGTGGCATGATTTTATTCTTTTAAAAGC 
 
>0659-94-(6-6-06)_C08 
CTGCACGATTAGAAAAGCAGTTTATTGATTTTTTGTTGGAAGAAAAAGCTAGGAACATTCCTAATGG 
GAAAATGAAGAAAAAACATTGGCCATTTGTCACAGATGTGTTTATCCAACGAACTG AAAACACTATCAC 
CGCGAGCAAATAACCCAAAAATTTAATCAGCTTAAACAGAAATACCATGCGTTTTCCCTACAAATTGGTA 
GATTCGGAATGGAATGTGATCTTGTTACCAACACCGTCCCAGCAAGGTCAGA CAGTGGCGGTGAGTGT 
TATACATTTAATTTATTTCCACACCATTCATTCTTTAAATTCTTCATGTAAAC TCCCATATATACCAG 
TGTCTCTAATCCCATGTATACCACATCTTGTCTGTTTCTAGTTGAACCCTAGGTGCAAGGACTTTTATAA 
AAAGGGGCTGGACCACTATGAGTTGCTAAGACAGCTCTTCCACACGGGCACG CAAC GGATTTTTACAA 
ACATCCTCTGCGCAGGGAGTACACGTCAGTGTTGAACCTGATAGTTCAGATGATGTGGTCAAGCTTCCCC 
CCCCCAGATATGGGGCAATGCAGCAACCCAAAAGGGAAGCAGCCAGCTCACCCGA CTCAACCGGGA 
AGAAGAGAAAAGCAGGGTCCTTTGATAGAGCCACTGATGCTATCGTGGAGACG AGATGTCAAGGAAAAC 
GGGTAGTGATAAGGACAGCGGAAGTCAAAAAACCATAGAATCTGCACAAGCTC TGATCCCTTATCAATG 
GTAAAGGCCACGAAAATTGTGATCTCTATGGCTGACTCTCTTAGTAATGAACCATGTTCCAGGTCCTTG 
AAATATTAGAAGAGCCCGAA 
 
>0660-94-(6-6-06)_D08 
CTTTCCTCAGATGCACAAGGAGGGTTTCAGGATAAAAAATCACTGGTTGTTT CTT GGGGAGATGTTGA 
TTGACTTTGTGCCAACAGTTGGTGGCGTTTCACTTGCTGAAGCACCTGCTTT AAGAAAGCTCCTGGTGG 
TGCTCCTGCTAATGTGGCTGTTGGTATTTCTAGACTAGGTGGTTCATCGGCTTTTATAGGAAAGGTAGGT 
GCTGATGATTTTGGGTATATGTTGGCCGACATTTTGAAACAAAACAATGTTG CAA TCAGGCATGCGGT 
TTGAACCCACTGCAAGAACTGCACTAGCTTTTGTTACGCTCAGAGCTGATGGTGAGCGTGAATTCTTATT 
TTTCCGTCATCCAAGTGCTGATATGCTTCTTCTTGAATCTGAACTTGATATAA CCTTATTAAGAAGGCA 
GGGATCTTCCATTATGGTTCAATTAGTTTGATTGAAGAACCATGCAGGTCACCCATCTTGCTGCGTTGG 
GCATTGCCAAAAAGTCTGGTTGCTTCCTCTCCTATGATCCAAACTTGAGATCC TGTGGCCATCAGA 
AGAGGCTGCTCGGAAGGGCATAATGAGCATATGGGATCAGGCAGATTTTATT AGATAAGTGAGGACGAA 
ATTAGATTCCTTACTGGTGGAGATGATCCAGATGATGATAATGTCGTGTTAAATAAGCTCTTTCATCCTA 
ATCTTAAGCTTTTGGTTGTCACTGAAGGTTCAGAGGGTTGCAGATATTTCACT 
 
>0661-94-(6-6-06)_E08 
CTGGAGGTAGCAAAGTTGCAGGATGACAATAGAGCACTTGATCGGCTTACTAAATC AAAGAGGCTGCTC 
TTCTTGAGGCTGAGAGAACTGTTCAGATTGCTTTGGCTAAAGCATCCTTGGTTGATGATCTGCAAAACAA 
AAACCAGGAGCTAATGAAACAAATTGAAATATGCCAGGAGGAGAACAAAATCATGG CAAAATGCATCGG 
253 
 
 
CAGAAGGTTGCAGAGGTTGAAAAGCTAACCCAAACTGTTCGTGAGCTTGAGAGGCT TTTTGGCTGGTG 
GTGCTGCTGCTAATGCTGTGCGTGATTATCAACGAAAAGTGCAAGAGATGAAT G GAGAAAAACTTT 
AGAACGGGAAGTAGCTCGTGCGAAGGTTACTGCAAATCGTGTTGCCACTGTAGTTGCAAATGAGTGGAAA 
GATGCCAATGACAAAGTGATGCCTGTTAAGCAATGGCTTGAGGAAAGAAAATTTTTTCAGGGAGAAATGC 
AACAGCTTCGTGATAAACTGGCAGTAGCTGAGCGCACTGCAAAGGCAGAAGCGCAGCTTAAAGAAAAATA 
CCAATTGCGATTCAAGGTTTTGGAGGAAAGGCTTAAAACGTCTAATGGTAACTCTCGCATTGCCTCAGAA 
GGGAGAACCATAAGCAACGGATCTTCAAGGCGTCAGTCTCTTGGTGGAGCAGA ATTTCTCAAAGTCAT 
CCTCCAATGGGTATCTATCAAAGAGAACTTCAAATTCACAATATGGGCTTCTCAGATCAAACAGTGCTAG 
CACATTATTAAAGCATGGTAATATCTCGAATAGATCATTTGATGGTGGTAGTA ATCACTGGATAGAGGT 
AAGCTGATACCAGATGCAAGTGG 
 
>0663-94-(6-6-06)_G08 
CGGAAGCTTTGTCTAGAGTGTCTAGACTCAGCAGTTATGGATACTAATGAATGCCAGCCTCTTTATATTG 
AAATACAAAATTTCTACGAAGGTTTACATATGAAAGTGGAGCAGAAAATTCC G TCTTGGTTCAGAG 
ACAAGCACTAAATGTGGCCATGGATGGAGAAAAGAATGGTCACCATCACATGCGTG GACCAGAGGACTT 
TGTTTGTCAGAGGAACAGACGGTTACCACTGTAGGAACTACTTCCCCAGTCTTT ATTCCAGCCGTTTTT 
CTTGTAATGATATCTGTATATTGGATCAGACATCTATAACTAGTTCAACAATGTTACCAGATCTCTAGGG 
GGCCACGGATGGCGGACAACCAATTTATTGACATGATAACTGAGCCTCGTAGGCT ATCCGTAGGTGTGA 
AGTAACAGCAATTCTTGTTTTGTATGGCCTTCCTAGGTTGTTGACTGGGTCAATCCTGGCTCATGAGATG 
ATGCATGCGTGGCTCAGGCTTAAAGGTTACCCCAATCTTAGTCCAGAGGTTGA AGGGTATCTGCCAGG 
TCTTAGCGCATATGTGGATGGAGTCTGAGATCCTTTCAGCATCTGGAAGTGATGTTGCTTCATCATCATC 
TTCGTCATCACCCTCTTCTTCCTCGTCATCAAAAAAGGGTAAACGATCTGAG T GAAGAAACTTGGT 
GAGTTTTTCAAACACCAGATTGAGACAGATGAAACATCAGCTTATGGAGATTTCAGGAAAGGAAACG 
AGGCGGTGCTCAAGTATGGCCTGTAGACTACTCTTAAACATATTCAAATGACAAAAAACTTTCCTTATTG 
ATATGTGGTATTTTCCC 
 
>0664-94-(6-6-06)_H08 
CACATCCTTTTACTTTTATTATTATTAAAATATTACTCTACTAAATCAAATT TATATATATATATATAT 
ATATATATTTTTTTTTTTTTAACTCTTTAAGAGCTTGACAGCTATTCTCTCTC TAGATTACTCGAATT 
TTTGTCAGATTTCTTTGGTTTTCTTGTTTCCTTTTATGGTTCTTGTGTATCCTATGATTTCATAACTTAT 
TTTTAAGGTTATTGATCCATTGAAATTCTTTGGGGTTTAACAAATAATAATATGCAAGCAGCTCAAGCA 
GTTTCCAGTGGAGTAGCAGAGAGTTCTCCTCAGGTAGATATCCAAATAGACAGTTTCAGACCCAGGAC 
CAACCGGGAGGCGTCCGGATATCGCACTTCAAATACCCCCTAGACCCATAGGATTTGGCAATAGTCGAAG 
TGGAAAGGGTTTGCTCCAATCTCAAGGCTCCGCCAAAGGCAGTTCATCATCAGGAGGCATCTTGCGGGGA 
TTAAGCTTCAAGAAAAAGGGGACTTTATCTGATGGTGAGAGAAGCTTCCTTTCAATTCAGACCCCAAAA 
CCGCCCCTGAAAGTCCAATTATGGCCAACCTCAAGTCTGCACTTTCATGGAAA GATGTACCTCTCTTCC 
GGTTACACCTGCAACAAACTTGTCCCCTTCAGTTTCCACACCTGCTTCAGCGAGGA ATATGATGAACGG 
CATAAGCCACATAAAGCTGTTCAAGCTATGGTTTCAAGGTCCCTGTCTGTGC T G CAAAATGTTGTCA 
TTGTAAGATCTGTATCGTTTGCTGTCCAGAAGGAGCATGCCCAGACAGATCCT TGATGATCAAATAAC 
TTCCATTCCGACAGAA 
 
>0665-94-(6-6-06)_A09 
CCATAATCTCCATTTTCTTACCTCACACCAAATCCATTCACTTCAACTTCCG TATTTTCAATTTTGG 
TGACTCAAACTCTGACACCGGCGAGCTTATCGCCTCCGGGATTGAGAGCCTT TCCCTCCTAATGGACAG 
AGTTACTTCCAAAAGCCATCTGGGAGATACTGTGATGGCCGTCTCATCATTGATTT CTCTTGGATGAAA 
TGGACTTGCCATTCCTAAATGCCTATTTGGATTCAGTTGGTTTGCCAAATTTCCGAAAAGGGTGTAACTT 
TGCAGCTGCAGGGTCAACTATACGTCCAGCAACACCAACATCTGTCAGTCCATTCT ATTTGGTGTTCAG 
GTGGCTCAGTTTCTCCGATTCAAAGCCCGGGTTCTTGAATTGCTACCTGAAGTCTGTGCAGGTAAGAAAC 
TTAGCAAGTACCTCCCAGAAAAAGATTATTTTGAGAAGGGGCTTTACATGTTTGATGTAGGCCAGAATGA 
TGTTGCTGGTGCATTTTATTCCAAATCATTGGATCAAATACTTGCTTCAATTCCAGCGATTTTGGTTGAG 
TTTGAGACAGGAATACAGAAACTGTATGATCAAGGTGCTAGAAATTTTTGGATACACAACACGGGTCCTC 
TCGGATGCTTGCCTCAAAATGTAGCCAAATTTGGAACTGACCCATCACAGCTTGAT AGTTAGGATGTGT 
CAGTCAACATAATCAAGCTTCTAAACTCTTCAATCTGCAGCTTCATGCTCTTG AGAAAATTACAGGGC 
CAATTCTCGGATGCAAATGTCACATACGTGGATATCTTTACTATTAAATACAACCTCATCGCAAACTACT 
CCCGATATGGATTTGAACAACCTATTATGGCCTGCTGTGGGTATGGA 
 
>0666-94-(6-6-06)_B09 
254 
 
 
CACCTTTCAAGGGGAACCCAGCAGCAGTGTGTTTATTAGAGGAAGAGAGAGAT CAATGGCTGCAAGC 
TGTGGCGGCTGAGTTCAACATCTCCATGACTTGTTACTTGACTCGCCTCACTGACACAGGATCCGACTCT 
CTTGAGTCACCCAATACTAGGTTCCATATCAGATGGTTCACTCCTGTAGCTAG T GAGCTTTGTGGCC 
ATGCTACATTGGCAGCTGCACATACATTGTTTTCATCTGGTTTGGTGAATTCC CATTATTGAGTTTGT 
CACACTATCCGGAATTCTAACTGCTAAGAAGTTCCTTGAAATTAAGGCATCT ATAGTTCAGATATTCAG 
AATGGTGAAGCGCAAGAGTGCTTTCTTATTGAATTGAATTTACCTACTGTTC A CAATTGATGTCAATT 
CTGCAGAAGTTTCATCAATTTCCAGTGCCTTGAATGGTGCTTCTGTGATTGATATAAAGAAAATTACTAC 
TTCAGATGCCCTCTTTGTTGTACTCCCATCAGGAGAAAGTGTAATTGAAATAC GCCAGAGTTTGATGCT 
ATATGTAAATGTCCTGGACTGGGGATAATTGTTTCAGGGGCTGCTCCCTCAGGATCTGGGTTTGATTTTT 
ACAGTCGGGTCTTTTGGCCAAAACTTGGGATCAATGAGGATCCTGTTTGTGGAGTGCACATTGTACACT 
AGCACCATATTGGAGCAAAAAACTTGGGAAGTGTGATCTTGTTGCGTATCAGGCATCAGCTAGAAGCGGA 
GTACTAAACCTTCATCTAGACGAACAAAACCAGAGAGTACTACTACGAGGAAAAGCTGTTACCATCATGG 
 
>0667-94-(6-6-06)_C09 
ATTGGAGACAAAGAAATTTGTGCCGAAATGGAGATATTGCAGCAGAGATTTATGCTTCTCCTTTTCTGA 
ATGAATCAGAGTCTGCAGCTATTGGTCCTATGTCTGACTTGTGTGAGGTTTCTGCATTGAGACAATCGAC 
ATTTTCTGAATTTCTTTTAGATGTAGGATGGCTAATTAAGGAGCCTGCATCAGAAAATTTTCAGCAGTTT 
ATCACTGCTTCACAGATTCAAAGATTTAATAGTCTTTTGAGCTTTCTGATGT TAATGACTCAACCACAA 
TTTTGGAGAAACTGTTACAGAAACTGAAGATTGTGATAAGCAACATGGAATTAACAGCGTGGCTAAAGG 
CACTTTTGATGCTGATTTGAGTTTACTACAGAAATACCTTGACAATGCAAGAGCTATTCTTTGCAAAAAA 
CATAAGAATAGTGAAAGTTCAATGCAATTGGGAACTGTGCCAAAAGGTGATCAT TT CTGAAAGCCGCT 
TTCAAGAGAATGTGCTCTCGGTTTCAATCAACAGGAAGGATATGGAGATAATCACAAATGATAAGTTGGG 
GGTAGAGACATGTTCAGCTTCTACTTGTAAAAGTGAGACTGTACCCCTGTTGAATAGAGAGGTTGTCATG 
AATGTTAACCCTGCATGGCCAAGAAACTCATGTGGTCGCATTTTTTCTGGGG AATCTTAGGCTCTCGCC 
CTGGTATATTTGTAATTGGCTTTGCCGCTGTTTGTTTAGGGATGTGTGCCGT CTACTTCACCCTCACAA 
GGTTAGCGAATTTGCAGTTTCTATTCGCAGGTGTCTGTTTGATAGAATCTAG GAA TATTG 
 
>0668-94-(6-6-06)_D09 
GTCTATAAAACTGCAAATCCAACCAAATTTTAGGGTTTCCAATCCGTGTCCTC GATTTCTCTCTATCCT 
CTTTCTTACGAACCCTTCATTTATGGGGGACAATCATAATATTATGATTTGGACCATGAGATGGAATGAA 
AGTTGTTCTTCTTGATCTTGATCTGACTGAATTTTGGTGGGTTGATTATTTGTTATGGATTTGGAGAGTG 
AAAGTTCAGTTCTTGAATCTGTGGAAGATAATGAAGTAACCCGAGAAATAATGCCCCATGATGATGACAA 
TGAGATAAATAATAATGGGTCTTGTCCTAATGAGATTGATAAGTTGGTTTCT GTGAAAATTCTAGTGCT 
AATAATACATTGGTAATAGATACAGGAGGAAAATATTTTGAAAGTGAACAACCTGCGAATTCACCTCCAC 
TAGATGCTAAATCTCCTGGTGGGGGGTCACCTCCCACAACAAAAGGATATGCT AAGAAATGGAGGAG 
AATTAGGAGAGAGTTTGCTAAGGATGTAAGTCCAAGTATAGATACTGGTAAAATT TGAAGCGGGGTTTG 
TCTGGTGCTGCAAATCCTACTAAAGCTCAGCATATCCCTATTCAGATCAAGCAA TAGTGAGGGTTCAG 
TAGGATCTGCAAATGTATTTAGAACTGACGGGTTTGCAACCCATGGTTCTACTTCGGATTCTAGGTTTGC 
AGCTGGGGCTGCTTTTGCTGCAGGTACAGATTCGGAGAACAGTGAGGATCGGAGTAGCAAGTCTTCCACA 
GCAGCTAGTGTTCCGAAGATGAAGTATGATCTGCCTGCAGTGTTGGGACATCCACGGGAGAAGAATAGGA 
TGAAGAATATTAGTGGGAAGAGTTC 
 
>0671-94-(6-6-06)_G09 
GAGGAGAGCGTGGAGGCTTCGGCAGAGGCTTCGGTGGAGGACGCCCCAGAGGA CGCGGACGTGGTGG 
ACGCCGCCGCGGGAGACGCGAGGAGGAGGAGAAGTGGGTGCCAGTCACAAAGC TGG CGCCTCGTCCAT 
TCCGATAAGATAAGATCCCTGGAGCAGATCTACCTCCACTCGCTCCCAATCAAGGAGCACCAGATCGTGG 
ACAAGCTCTGCCCTGGTCTCAAGGACGAGGTCATGAAGATCATGCCCGTTCAGAAACAGACCCGTGCCGG 
TCAGAGAACTCGCTTCAAGGCCTTCGTCGTCGTCGGTGACAACAACGGCCACGT GGGCTCGGTGTCAAG 
TGCAGCAAGGAGGTTGCTACTGCTATTCGTGGCGCTATCATTTTGGCTAAGCT CT TCATTCCTGTCA 
GGAGAGGATACTGGGGTAACAAGATCGGTAAGCCTCATACGGTGCCCTGTAAGGTCACCGGAAAGTGTGG 
TTCCGTTACCGTTCGTATGGTTCCGGCTCCTCGTGGTGCCGGAATTGTGGCCGC A GGTTCCAAAGAAG 
GTGCTTCAGTTTGCTGGTATTGATGATGTCTTCACTTCCTCCAGGGGTTCCACTAAGACTCTCGGAAACT 
TCGTCAAGGCAACATTTGAATGTCTGCTGAAAACTTATGGCTTCCTTACACC GACTTTTGGAGAGAGAC 
TCGCTTCACAAAGTCTCCATTCCAAGAGCATACTGATCTGTTGGCAAAACCAACTGGTAAGCTAGTCCTG 
GAGGAGCCTGAAAGGAATGATGCTTGAGCTAGTTCGGGTATAACAACGATGGATGAATGTGCCGTTAGA 
CAACTTTTTTTTGAGTATATG 
 
255 
 
 
>0672-94-(6-6-06)_H09 
CTACTTGAGACAGTGTGCAACGTGAAAAGCTCAGAGACAGAGCACAGCCTTTCATA CATCATCTACTTT 
TCAAGTTTCAACTAATTTCTGTCTTTCCTCTAAAAATGGCCGAAAATGATTC C GTCAGGCTTCCTCGC 
CTCTGCTGTGGATGCAGCGAAGAGAGCTGGCGAGATAATTCGTAAAGGGTTCTAT AAACCAAACATGTG 
GAGCATAAAGGCACGGTGGATTTGGTAACAGAAACTGATAAGGCATGTGAAGATCTC TTTTTAATCATC 
TCAAGCAGCTTTATCCCACACATAAGTTCATTGGTGAAGAAACTACTGCTGTTTGGTGTTGTGGAATT 
GACCGATGAACCCACGTGGATAGTTGATCCTCTTGATGGAACCACTAACTTGTC ATGGGTTTCCCTTT 
GTATGTGTTTCAATCGGTCTTACAATTGGAAAGGTTCCTACAGTTGGTGTTT TACAATCCAATAATGA 
ATGAGCTTTTTACTGGAATCCATGGAAAAGGTGCGTTTTTGAATGGAAACCCT TAAAAGTTTCATCTCA 
AACTGAACTGGTGAAGTCTCTCCTTGCAACTGAGGCTGGAACTAAACGTGAT A CC ACATTGGATTCC 
TCTATGAACAGAATTAATATCTTACTCGCCAAGGTGAGATCCCTTAGAATGCTGGCTCTTGTGCATTAA 
ATCTCTGTGGAATCGCATGTGGAAGGCTTGATCTATTTTATGAGCTTGGCTTT GGGTCCATGGGATGT 
GGCAGCTGGTGCAGTAATTGTAACAGAAGCTGGAGGACTTGTGTATGACCCTCCGGTAAAGA 
 
>0676-94-(6-6-06)_D10 
AAAAAGAATTGGGAGTGTTTAGGTGTGGCCTGGTTCACTTCTCACACACTAT GT TCACTCTCAGGCC 
TCAGCTTCATTTCACCACCACCGTAGTGTGCCAGAAAAGAGGGATATCTCATCA T TACATCACACAG 
AGAGAAAGCCACAGATCTTTTATTCAAGAGAGAGAGAGAGAAAAAAAGGTCGGTT TAGAGAGAGAAAT 
TGAGTGATTTTTAAATTTCATTGCTTTTTTTTCTTTTTTTTTTTCTTTTCTGGTGGGTTTGAAAGAAAA 
AGATGGAAGAGGCAAAGGTACTAGCTCAACAACAACAGCAGCAGCAGCAACAACAACAACAACAAATGAT 
GCTACAGCAACAACAACAACAACATCAACAACAGCAGCAACATCAACAACACAGCAGCAGCAGCAATTG 
CTGCTATTGCAACAGCTACAAAGACAACAACAAGCGGCGGCCATGTCTCGGTTCC TTCAAACATCGATG 
CCCACTTGCGTCCTCTCAGACCCATGAATCTGGCTCAAAACCCAAACCCTACAA GTTAATCATATCCC 
TAATCTTCATCCTAACCCTAACAATCCCACCCCTCCTCCTCAACAACAACCC AGCCGCAACAGTCT 
CAGCAACAACAGCAACAGCAGCAGCAACAGCAGCAGCAGCAACAACAACAAC AC AC GCAACAGCAAC 
AGCAACAACAACAACAGCAACAACAGCGGATCCGACCCGGGAACCAGGTGGAGCTCCA ATGGCTTACCA 
GGACGCCTGGCGGGTCTGCCACCCGGACTTCAAGCGCCCTTTTACTTCTCTCGAAGACGCCTGCGAAAGG 
TTACTACCCTACCA 
 
>0678-94-(6-6-06)_F10 
TGGGACGCACAATCCTCTTCTTTCTCACTCTCACAACAGTAGTGCTGTTAGA C ACCACAACCATCAC 
AGCCCACAACATCACCGACATTCTCTCAGGCTTCCCAGAGTACTCAGACTTACAACTACCTCACCCAA 
ACGAAACTCAACGACGAGATCAACAGTCGCCAAACAATCACTGTCCTTGTCTGAACAACGGTGCCTTGT 
CCGCCCTCACAGCCAAACACCCCATCTCCGTCATTAAAAACGCGCTCAGCCTC CGTCGTCCTCGACTA 
CTACGACCCGACCAAGCTCCACCAAATCCCAAAGGGCTCGACTCTCAGCACCACTCTTTACCAAACTACC 
GGAAATGCCCCTGGAAATCTAGGCTTTGTCAATATCACCGACCTCCAGGGTGGCAAAGTCGGCTTCGGCT 
CGGCTGTTCCCGGCTCGAAACTCGACTCGAGCTACACCAAAGCGGTCAAGCAAATCCCTTACAACATTTC 
CGTGATCGAGATCAGCGCGCCGATCATCGCCCCGGGAATTTTAACGGCTCCG CTCCGACGGCTTCCGAC 
GTTAACATAACGGCCGCGCTTGAGAAGGCTGGGTGCAAAACTTTCGCGTCGTTGAT A CTCTAACGGCG 
TGCTTAAAACTTTTCAGTCAACGGCTGATAAGGGTTTGACCGTTTTTGCACCGAACGACGAGGCGTTTAA 
AGCTGCTGGAGTACCTGATCTAAACAAGCTCTCTAACGCTGATAGAGTCTCGCTCT ACTCTATCATGCA 
CGCGCTGGCTACACTCCCAAAGGAACTTTGAAAACCACCAAGGATCCGATCGA AC TTGGCGACTAACG 
GTGCCGCAAAGTACGATCTGAAAGTCACGACGGCCGGA 
 
>0679-94-(6-6-06)_G10 
AAGTGGGAAGGTGGTCAGTATGAAGGTGATGAGCACACACGGCTGGAAACTCTTC TACGGCCAAAGAAC 
TGGGAGCTGATTACATTGATTTTGAGCTCAAGGTGGCTTCTAATCTTATGGAAGAACTGAAAATGAATTG 
TCACAGTGGTAGCAAAGTTATTGTATCATGCTATGTGAATGGTGTGACCCCTTTAGAAGAAGATCTGAAC 
CGTCTTGTCATGAGCATGCAATCTACTGGAGCAGATATTATCAAACTTGTCATAAATGCAACTAATATTA 
CAGAAATATCAAGAATTTTTCATCTTCTCTCACATTGCCAGGTTCCACTAATTGCATACTCAATAGGTGA 
AAGAGGTCTTATAAGCCAGATACTGTGCCCAAAATTTGGTGGTTTTCTGGTCTATGGATCTATGGAAGGA 
AACTCAGTTCCAGGACTTCCTACTTTGGAAAACCTTAGACAGGCTTATAAAGT G GATATTGATGAAG 
ATACTAAAGTTTTTGGGCTCATCTCCAAACCAGTTGGCCACAGCAAAGGCCCTCTATTGCATAATCCTAC 
TTTCAGGCGTGTGAAATATAATGCAATATATGTCCCAATGTTTGTTGATGACCTCAAGGACTTCTTCAGT 
GTCTATTCTAGCCCTGAATTTGAATTTGCTGGATTCAGTGTTGGGTTTCCAACAA GAAGCTGTAGTTG 
AATTTTGCGATGAAGTCCATCCACTTGCGAAGGCAATAGGTGCTGTCAATAC ATTATAAGGAGGTCAAG 
TGATGGGAAATGGGTTGGCTATAATACAGACCGCGAGGCATCAATAACTGCA TTGAA 
256 
 
 
 
>0681-94-(6-6-06)_A11 
GAGGTCTGGCGCGAGATCGTCTCCGGCGAGCGCAGGGTCTGCAAGCAGGAACAACAC ACGACGACGAAA 
TGATGACTCTGGAGGACTTTCTAGTCAAGGCCGGGGCGGTACAAGACCAAGACCAAGACCAAGACGAAAA 
CGAAAACGAAGAAGATGTGAAGATGAAGGAGGAGCGCCTTGGTGGTGGTTCCA TC CGCCTTCCCTAAT 
AATAATATTAATGGTTCAGCCAGAGTCGGTAAGAGGCCTCGCGTCTTGGAGCCTTG ATAAGGCTGCAC 
AGCAGAGGCAACGCCGCATGATCAAGAACCGTGAATCCGCCGCAAGGTCCAGGGAGAGGAAGCAGGCATA 
CCAAAATGAATTAGAATCACTAGCTGTTAGACTAGAAGAGGAGAATGGTGTGCTTCT AAAGACAAGGCT 
GAGAAGACTAAGGAAAGGTTTAAGCAGATCATGGAAAAAGTTATCCCAGTTGTGGAGAATCGAAGACCAC 
CACATGTCCTCCGAAGAGTTCGCTCCTTGCAGTGGTAGATTTTATATGCTTGA G GTGGAATGAAAAAG 
AAACACCCTTCACTGACTTAGGGGTATAAAGTAAAACATTGGAACTGGAAATTAATC TCTTTTAAATTA 
GATATTTTAACCTGATGGTTTGTCTATAAAAGCAATCGTGGTTTTGACTACAGG GAAAAAGGGATTGCA 
ACCCATCTCTTGAAAGGAAATTACTTATAGCTGAAGAAAAAGGAACTTATGTTGGA TTAAAGATAGAAA 
TGAAATTGAATTATGTAGTTAGCAAATGTTGCACTGTGAGTTTGTCTCCCCTAAATGCTGATGTATGGGA 
GCAACAGAGGATTCTGGGCTAGTATATAATATACTTATCTATGTCTTGACAGCTTTGG 
 
>0683-94-(6-6-06)_C11 
CTCTCCGGTGTACGGAAAAGTTGTGGAATAGAGCAACATTGCCAACGAAGAACTCTGTGAAAGAGAGAG 
AGAAAGAAAAAAGAAAGAAAGAGGGTTAGATATTTAGTACCCGTGAAATTTGCTG CAAAAGGTCAAAAA 
ATAGGGGTCTTTGTAGAATAAATTCGCATTTCCCTTTTTTTTTTCCCTATAAGTAGCTCTCTCTAACAGG 
GAAATCAAATCCCGTCAATTTCTCTCTCTCTCTCTACCTCTCCTCTGTTCTTGTCTGTTTTCTGCGTATC 
CTCTGTTCTCTTTCTGTTTTCTGCGTATCCTCTGTTTTCAAGAGAGAAGCTG AACTTTGTCCAACTATT 
TTCTGCTTCTTTCTGTCTCTAAAATCTCACTAAAAACCATGATTTATGATAAAGGGCCAATGCAATCAAA 
CCTTGATTGCTTCCTTCACTGCACAACCCCTGTGGTCCAATCCCAATTTCTTCCCAAGACTGAGATTAGA 
AACCTTAATCGTCTATGGCATCCATGGGAGAGAGAAACAGTTGAATATTTCCCTTAGGTGATCTTTGGA 
ATTGCTATGATGAATGGAGCGCATATGGGGCTGGAGTTTCGGTCGCCTTGAA AAC GCGAGACCTTAGT 
TCAGTATTATGTGCCTTATCTCTCTGCAATCCAGATTTACACAAGTAATTCGTCTGTACACGGTTTGAGG 
GAAGAGACTGAGTCAGGGGACTATGAGATGCGGTCCTTTAGTGATTCATGCAG GATGAGAGCGAGAGTG 
ATAAGTGGAGATGGGATGGATGTTCGTCAGAGGATGGAGGGTCTGAGCAAGACAATCTTTGTCACCCAAA 
TGATAGATTGGGGAACCTTTATTTTCAGTACTTTGAGAGATCAACTCCTTAGGAAGA 
 
>0684-94-(6-6-06)_D11 
CTGCTTGTGACCGTTGTGTCCACCAAACTAAGGTTGCCTATTTCTCCAAAGTTCAGCACTTTCATCTGG 
GGCTTGTGGGTATGGTTCCTTGGCATTAGGCTTCAACAGTGGACACCTTGCTG G TGTGGCTTCTCTT 
TATAAAGATGGAGCTGGCTGTGGTGCATGCTTTCAGATAAGATGCAAGAACAC AGT ATTGTACCAAAG 
AAGGAACTATAGTGACATTGACTGACCTCAATAGGAACAACCAAACAGACTTTGTTA CAGCAGCAGAGC 
ATTCATGGCCATGGCTCAGAAGGGTATGGGCCAAGACATTTTGAAACTAGGG T GTCGACGTGGAATAC 
AAGAGGGTACCTTGTCAATACAAAAATCAGAATTTGGCTGTACGAGTGGAAGAATCAAGCCAAAAATCAA 
ATTACTTGGCAGTGAAATTTCTATATCAAGGAGGTCAAACAGAAATAGTTGGT ATGTAGCTCAGGT 
TGGTTCTTCAAACTGGGGCTTCATGAGCCACAACTATGGGGCAGTTTGGGACACAA TAGAGTGCCATCA 
GGGGCATTGCAATTCCGGTTTGTGATCACAGCAGGGTATGATGGGAAGTATATTT GGCACAACATGTCC 
TTCCTGCTGACTGGAAGTCAGGGGTGGTATATGACTCAGGGGTTCAATTCATGA ATTGCACAAGAGGG 
TTGTTCTCCATGTGATGATGAGACTTGGAAATGAGGGATCCTGTTAATGCTAG TGAATATATATACAT 
ATAGGTGGGTTCCTTGTAACATGCATTGAATTACTTGATTTAGTAGTTTA 
 
>0686-94-(6-6-06)_F11 
GCTGAGCATCTAAGCACTGCACCAGTGTGGCAAAGGGATTTTTTTCCACCAC AC TGAACAAGCAAAGG 
TCACTCCATTGCGAAACCTACCACCACCAATGCCCAACTATACACTCAACCATGCAAATGTAGACATAAC 
GCTAGATCACATCAACCAGCTCAAGCAAGAATTTCGTCAATCAACTGGACACACTTGCTCTTCTTTCGAA 
GTTGTAGCTGCCAAATTTTGGAGCCGTCGAACACAAGCTATAAACTTTAAGCAAG TACTGAACTCAAGC 
TTGTGTTCTTTGCAAATTGCCGCCAGCTCTTGAACCCTCCCTTGCCAAAAGGTTTCTATGGCAACTGCTT 
CTTCCCAGTGACAATCACAGCTTCAAGTGAGTCACTCACACAGGCATCAATTTCTG GTTGTGAAGCTG 
ATCCAAGAAGCAAAGGCTAAGCTCCCAACTGAGTTTGACAAGTACAAGAAGGGTGAGTCTATCAAAGATG 
GTGAAGATCCAATTTCACCACCACCTGCTTACACCACACTATTCATATCAGAG GG GCAGACTGGGATT 
CAACCAAGTAGACTACGGGTGGGGCCCGCCAGTCCACATTGTTCCAATCCAAGGCT AGTATCGCACCA 
GTTGGTATTGTGGGGTCCTTGCCTTTGCCAATGAAAGGTGCTCGATTGATGCATGGTGTGTGGAGGAGG 
CTCATCGCCAACCTTTCCTCAATCAGATGACGACTTGACAATAACATGAATC ACCCCGAAAAAGATCCA 
257 
 
 
AAAGTATAATTTCAGTGGTTTAGACCATTTCAAAATCCTTGAACCCCTTTGCTTCCTTTAGCTACATCAG 
GGATAAATAAAACATGAAATCAAGGTATTTTGTGTAATAAATAAT 
 
>0687-94-(6-6-06)_G11 
AAGGAGAAGAAGAAATGGCAGAGACGGCGTCGAGTGGTGAAGAAGCTTCGGCTTCAGCACCAGTATCAGT 
ATCAGATTCTTCAGAGCAGCAGCAAAAGAAGGAAGCTTTATCTTCATCTGAATCATCGTCATCTTCTTCT 
TCTTCAACATCAATAGCATCAATGGCAGAGGATCTGCAACGCACTGTGATCGAATCCACTCGTTCTCTCC 
AACACAACTCTTCCACTCATCTCCGTACCTTACAGGACTTTGTACCACATGTTTATCTCAGTATAGAAG 
CTATGAAGATGCTTTCATCTCCAAAATTAAAGATGAGGTAATGCGTGTGAGG AACATCCAGCCGAGGCT 
GCTGGGATTGCCTTAACCTCTGCTTTCATTCTTCTTCCAGGTCCGAGAAGGTTCTT TTTCGTCATACAT 
TCGGTCGACTACAAAGTGAGGAGGCACAGTTTGTTAAAGCAGAGAAGAATGT AAGGATTTTAATATTTC 
AGTGGATCTAATGAAGAAGGAGAGCAAAAAATTGCTTGAAAGGGCAGAACTGCTGAAAAGGATATGAAA 
TACGGCCATACTGAGCTCAGGGATGCTGGAAGTCAAATTCAACGCCTTGCGAAA CAGTCTACAAGGTTG 
AAACTCAAGCTGCGGATTTGATGGACGGGCTGCGAGAAATCCCTAGTAGGGGCTTTGAAACTTCGAGC 
AGAGGTTGCTACTATGACAGCACATCTGAAGCGGCAGAGGACTGCAATAAACAAACGGATAATGAAGATT 
TCTGATTTGGGGGTTCCTGTGTGATTAATAAGAAGAATATCTTGATAAATCCTGCCTCCCGCTCCCTTTT 
TTTTCCCTCCCTTCTTCATTC 
 
>0688-94-(6-6-06)_H11 
AGCTAATCCTGAACCCCAGTGCAAGCTTGATGCCCTTATGCCCTCTATAATCTCTACCCTTCCTTCTA 
ATGTTCCGAGCCTCCTTTCAGCTGGCATCGTCAGTGGTCTCCAATCGCTTCT G CTCTGGCGATCA 
AACGTGGACAGAAAAAGTCATAGCTGTCCTTATAAATTTGGCTTCAAGTCAGTCAGGTAAGAATGAAATG 
GTATCAACACCTGGTCTTATTAGTGGACTGGCATCAATATTAGACATTGGTGAACC ATTGAGCAGGAGC 
AGGCTGCCTCATGTCTCTTGATTTTGTGTAATGGAAATGAGAAATGCAGTCAA TGGTTCTACAAGAAGG 
GGTAATACCTGCATTGGTGTCAATCTCGGTGAATGGGACCTCGAGGGGGAAA ATAA TCTCAGAAACTC 
TTGATGCTGTTTCGGGAACAGCGACAACGAGACCAACCACCTGCTGAAATGCAGCCA CTGAAAGTAGTA 
AGAATGCCATGGCTGGTCCAGACTCAAAGCCACTATGTAAATCGACCTCTAGAAGGAAGATGGGGAAAGC 
TTTTAGCTTCTTCTGGAAAAGCAAGAACTACTCAGTTTATCAGTGTTAGGACATCAGTGTTGTAAATTTC 
TGTTTTATCATCTTTTTCATTTCTTCTGTCCTGTTCCCATGGGCATCACGTATTTTTTTGTTGAGAGAAG 
AGATGTACAGGCCCCTGTAATTTATGAATTTTTTGGGTTTTTTCTTTTTCTTTTTTTTTTTTAATTA 
ATTTTTTTTCCTCTTTTGGGTAGGAATACATGTATTTGTATGTCAATCTGTAAGCCTTA 
 
>0690-94-(6-6-06)_B12 
ATAACTCGGTAAATTAAAAAGAAAGAGTCATGGAAAGTAAAAAAGTGAAGCCAC TGAAGAAAAATTT 
GTGGAAGCCAGAGGAGGACTTGATTCTGAAAAACTATGTGGAAACTCACGGTGA G CAACTGGGCTACT 
GTCTCTGAGAGATCAGGTTTGATGAGGGGCGGGAAGAGTTGCAGGCTAAGAT GA GA CTATCTGAGAC 
CTAACATCAAACGTGGTGAGATGTCCAAAGAGGAAGAAGACCTTATCATACGAATGCATAAGCTTCTCGG 
CAACAGGTGGTCACTGATTGCTGGCCGGCTTCCTGGCCGAACGGATAATGAAG GAAGAACTACTGGAAT 
ACCCATTTGAACAAGAAATGCCTTCTAGGCAAAAGAAAAGCGACAAACTCAAACAACCATGAAGAGGAAG 
ACAACGAAGAGAACATGAACAAGAAGAATAAATTGGGTCCACCATTTCATTCAGAGCCCCATGGAAGCTC 
ACTTATTAGTTTGACAAGCACCACAAAATTGGGTTTGGAAGAAGGAAGCAGG AAGAAGAGAGCACAGTG 
ACAGAGGGTAATCGGATGGATTATTATACAAGTAGCTTCAACTGTGACAAAATGG TTATCCAATAATGC 
CTGAAGCAGCAGCAGGAGGAGCAGGGAACAGTGCAAGTTTCGTCTTTGACGA GA CCTCTTATAGCCTA 
CATGGATTCTTTTATCTTGCTCGAGGCATTTGGATGTGGTGGAGAGGAGTTGTAGGCACATGTCACAGAC 
TCACAGTCACAGATGCAGTCTACTCTGTCGTAGGAATGAACCCCACACACACTCTGT CAGTGCCGCTGC 
ATGACCCCTCATCTGACAAAACAGCACTCCCAAGATTTATGAGTGAGTGATTCCCAGGA 
 
>0691-94-(6-6-06)_C12 
GAAGAGCTTGAAAAGCTCAAACTCCTCGAGGATTTCAGGTATTATCAGGAACTGGAATCTGGGTCATTAT 
GGATTCGGGTGATGAGGGCAGAGGAGATGGACGACACAGTTGCTTTGCTCGC GAG CTTTGCTGAGTC 
CATGGTTTGGCCTTCTGGTTACCTTTCGTTGTTGAGGTTCTTGGTGAAGCAT CTTGATTGAGAGACGG 
GCTCTAATGCCTCACACTGCCACGCTTATTGGGTTCTACAGAGAAAAGGAAAAT A GACTAGAAAATG 
AAGAAGAAGAAGAAGAGGAGGAAGAGTTGGCGGGGACTGTGGAGGTTTGCTTTGATAAAAGGGGTGCAAA 
TGCTTCTCCTCCTACGCCTACTCCTCCTAAGAATTCGCCTTATATTTGTAACATGTCCGTGGATAAGCCA 
CTTCGCAGGAGGGGCATTGGCTGGCATCTACTTAAAGCAAGTGAGGAATTAATTTC CAAATGAATTCCA 
CAAGAGAGGTGTACTTGCACTGCAGAATGATTGATGCAGCTCCATTCAACAGT CATAAAAGCAGGTTA 
TAAGGTTGTGAATACAGATAGCATTTTCATCCTGTTGATGTTGCAGAGACGA AG ATTTGATGTGCAAG 
258 
 
 
AAACTTCCAGTTCTAAGAAGCCCTTTTGATATGTCAGATTCTGATGAGGAAT AAT TGTTGAATGGACT 
TGTGGATCATAACATATATCCATGAGGATATATGCCAATGAGGTTGCGATCATCATTCAGCTGGGTTAGA 
TTTTGGCTAGGAGGTGAACCTGATGTTTGAGCTTCTCCTTGCTTATATTATAT AT TGTATGTAGAGTT 
CC 
 
>0693-94-(6-6-06)_E12 
TTGATGGAGTACATGGATTCTTTGAAGACCTCGAGAAATTTCTAGAATTTCTCA G AATCTTTCTCTCC 
GGAATTCTCTAAGATCTTCCTTTGCATAAGTTAATCACACATTCTATAGAAGGTTGGAGAAAGGCATTAA 
TTAGAGGATATTCACATTTCAAAGCTTTGTGTTCTATTTTTTGTTTATTTTATTTTATTTTTCAAAATCC 
ACACTATTGAATTAAACCCAGTAGTCTAATTAGGCTCAGCATGCAGAAAGTTTTCCCATAATATTGAATT 
AAATAAAATAAAGTAATGCTTTATGTATGTGGGCACAGAAAGTTCTGAATTTG A TTTTATTGTAAGT 
TTGTTTGTTCATTTTGTTGATGAGTTTGAGTATTAAGTTGAAGTAACTAGCTC A AGCTATTATAGGCT 
GTTCACATTGCTGGGACAAAAGGAAAAGGATCAACTGCCACATTTCTCTCCAA A TTTACGAGCGGAAG 
GGTATTCTGTTGGATGTTATAGCAGCCCACATATTCAGACTATAAGGGAACCAT TCATTGGGAAGATT 
TGATCCTCACTGCAATGGCATTCACCCTATTTGCTCGAGAGAATGTTGACATTGCAGTTATTGAGGCTGG 
GTTGGGAGGTGCACGGGATGCAACAAATATTATTTCTAGTTCTGGACTTGCTG ATCAGTCATAACTACA 
ATAGGTGAGGAACATTTGGCTGCACTTGGAGGTTCTCTGGAAAGCATTGCCATGGCAAAGTCAGGAATCA 
TTAAACATGGCTGCCCAGTTAGTTGGTGCTGGGTGGGCCTTTCCTTCCACACATTGA TGCATTCTACGG 
GATAAAGCATTGTCAATGTCTTCTCCTGTAGTATCAGCATCTGATGCTGGAAA CA AGTA 
 
>0694-94-(6-6-06)_F12 
TCCTAATTCACCTCCTGCTACTTCTGCTCCAGTCCACAGGGGGGAAGGCCCGCT TGCAATTGCAGTA 
GCTGCTCTATCTTCACCTCATACAACTGTGGGAGAAGAATCTTCACAACTGACTTCTTCAGTAAATTCTC 
CCCAAGCTGACCAGGTTTCAGCCTCAGCATCAGGCTCAACTGTTCTTGCTGCAATCAACATGGATCGGA 
TAGGAGGTCTCCTAGTCAATCGTTACCAAGTGGTCCAGATAGAGCAGGACCTTCAGAAATCCAATCACTT 
TCAGAATCAATAAAGTCTCGATTAAATGCAGTGTCTATGAGATACAAAGAATCCATTTCAAAAAGCACAA 
AAGGATGGAGGGAGAGATTATTCTCTCGTAACACTTCGATGTCAGACATTGTTC GAAGTTAGAAGAGA 
GGTAAATGCGGGGATTGCAACTGTATCACGCATGATGGAGCGTCTGGAGACAAAAGAAACTGGTAGAACA 
AGTTCTGCATCTGAATCAACTAGTATAGAGAATAGCTCAGTTACAGAATCACAACCAGCGCACATCAG 
AGACTAATGGTGACATTTCGTTGGGAGACACAAATAAGCCAGCTGCATGTGCTGCTG TTCCAGTTCGAC 
ATAAGCGTTGTTTCTGCAATTGCATCACTCAAATCATTTCCTTTAGAAAAGGTGGAACTTTCCTTTCCTA 
GATATGGCATGCTGTGGATATGATGCTTAGACATCCTCTTCAGGCCACTGCTT TCCTTTTACATGTGAA 
AAGAGCACTGGGCGATTGATATATATTTTGAAATAAATAAACAAGAGAGAGCCTCTTCTAATGTAGAAA 
CTAATATGTGTTTGTAAATTGATTTATATA 
 
>0695-94-(6-6-06)_G12 
TGAGAGAGGCGGAGAGCAGAGAATCAGAGAGAGGCTGAGGACAGACTAGAGAGAGGCG AGAGCAGAGAG 
TAGAGAGAAAGGTAAAATTTTTAGGGTTTTGATTTGTGATTGTTTTGTGGTTAATC CTTAGACCGGATT 
TGTAGTTTATCTGGTTGATTTTTGGTCAATGATTTTGTTTAGAACCAATGTC TCCACTTGGGTTGGGA 
TAAGAAGTAATAGAAGAGTGAGAGCAATTAACAAGATTTTATGGGTTTATTG T GTATATAGAAGCAA 
TATATACTTACTGAAAAGCTAAATAAACAGAAGCATATATAGAATCATTCTAAGGGACTTTGTTGACTAG 
TTGAAGTTGCCTTTGTTTGGTTGCAAGTACTTTGGAGATATATAAACAGATGGATCCTGCACTTTGTGTG 
GACCCATGATAAATGTTAATTTTTGTTTTGTGCTGCCCAGTTTGCTATGATAGCAAATGGTTTTCTTTGA 
AATATCGGAATCTAGTTGTTGATCATTCATTCATGTACTTGATTCTTATTTA GGGACCCATATAACCCC 
CATATGAAGTTTAAGTAGCCATCACTCATCACAAGTTAGTTGTCACAGAAAG GGTAGAAGTTCGAGTG 
AAGTGCACCATTTCAGGAAAGTCATATACTAACCAAAAAGCCCAGCACTGGCAGAATTAGCATGTGGAAA 
AAAATCCTCAATCGCCAAGAGATATTGTTTTCTGTTAGGCAATACTCTAGAAT TCTCCTCCACAACCTG 
CTTACGCTGACCCGGTAATCCGGGTTTCCAACAACGTAGCCCAATTGGGTGGCCCAAAAGAAGGTCCAAA 
GCCTCGGCAGCTCCTGTCTTTGCCTCCATTTCCTGCTCATCCTCTACCCAGAAAGAACTCGTTCAGCATC 
CCTGG 
 
>0696-94-(6-6-06)_H12 
CACACAATTTCTTATAAATAGTATTATAAATACCACACCCTTCCAAATCTCCCAC AAACCCCTCATCTG 
CAAAATCTCCAAGAAAGTGAGTTGAAAAACACAACACGAACACAAAAACAAACACACCCACATAGAAAAA 
ACAAAAAGAAAAAACTCTCTCTCAGAGAGATATGATGTGGAATCGATCAGAGGACA GATTTTCGAGCAA 
GCACTGGTGATGGTCCCTGAGGATGTTCCAGACAGGTGGCAGAGGATTGCAAGCAAATTCCAGGAAAGT 
CACCGAGAGATGTGAAGGAACACTATGATGATCTTGTACATGATGTGCTTGAGATCGATTCTGGTCGAGT 
259 
 
 
TGAACTACCGAGTTATGCTGATGATAATGACTCCGACTCTGGTGGACATGGTGGATGGGACTCACCGAGT 
AATCAGAATCAGATCTCTTTCTCGAATCATAACAAGCCTAAGCACTCTGACC AAGGAAAAAGGGTA 
CTCCTTGGACTGAAGAAGAGCACAGGTTATTTCTAACTGGACTGAAGAAATTT GAAAGGGTGATTGGAG 
GAGCATTTCAAGGAATGTGGTTGTGACTAGAACACCGACTCAGGTGGCTAGCCATGCCCAGAAGTACTTC 
CTTCGTCAGAATTCGGTGAAGAAAGAGAGGAAGAGGTCAAGCATCCATGACATTACTGCGGACAACAATC 
CGGTTGCTCTTCCAGTCAATCAGAGTTGGCTTCCACCTCCAGGTAGTGCTGTTCAACAGCAACAGGCTTA 
TCAACCGATTACCTTGCCACCACATTTGCCTGGTCAAGTGAGCCCAATGGGGT CCAAAACTTTGGCTTT 
CCAATGTAAAGATGCACAGGA 
 
>0698-94-(6-12-06)_G12 
GCTCCATTGATAGCTACACTTCCCTTGGAGGTTCGGGGGAAAATTGGCGACACATAATTGGCGTGTTTA 
AAGTGTTTCAAGATCTTGACTTCAGTTTCATAGAGATGAATCCATTTACATTGGTGAATGGGGAGCCATA 
TCCCTTGGATATGAGGGGAGAATTGGATGACACTGCTGCATTTAAGAACTTTA GAAGTGGGGTAACATC 
GAGTTTCCACTGCCTTTTGGAAGAGTCCTGAACCCTACAGAAAGTTTCATTCACTCCTTGGATGAAAAGA 
CAAGTTCATCTTTGAAATTCACTGTGTTGAACCCAAAAGGACGCATCTGGACAAT GTCGCTGGAGGTGG 
TGCTAGCGTTATATATGCTGACACTGTTGGCGATTTGGGTTATGCACAGGAG TTGGTAACTATGCAGAG 
TATAGTGGAGCTCCAAATGAGGACGAGGTGTTGCAATATGCAAGAGTTGTTTTGA GTGCTACTGCAG 
ACCCCGATGGTCGTAAGAGAGCCCTTCTTATTGGAGGGGGTATTGCTAACTTCACTGATGTTGCTGCTAC 
TTTCAATGGGATAATTCGAGCCCTTAAAGAGAAGGAGTCCAAATTAAAAGCGC AGAATGCACATCTAT 
GTTCGAAGAGGTGGTCCAAACTACCAGACTGGTCTGACAAAGATGCGTGCTTTGG AGAGGAACTCGGAG 
TACCCATTGAGGTGTATGGACCTGAGGCGACCATGACCGGAATCTGCAAACA GCG TAGACTGCGTCAT 
GGCTGCAGCCTAATTCCACAATAATTTTTGCAACTGAGAGTCAACATGTGTCA C G 
 
>0699-94-(6-12-06)_H12 
TCTGCTTCGCAGTTTTCATTTCAATCTCTGGCTTGGTACTATTTTCATTTCTGA AGGGAATATGCAGAC 
ATATTTGCAATCCACAACTACAAGATTGGAGGAGATGAGAGTCAAAAGGCGGGATGCAGAACAGTGGATG 
GCACACCGTTTGCTCCCTGAGGATTTGAGAGAGCGGATTAGGAGGTATGAACAGTACAAATGGCAAGAAA 
CTAGAGGTGTTGATGAAGACAATCTGCTTCAGAATCTTCCCAAGGATCTTAGAAGGGACATAAAGCGCCA 
TCTCTGCTTGGCTCTGCTCATGAGAGTACCAATGTTTGAAAAGATGGATGACCAACTGTTGGATGCATTG 
TGTGACCGTCTCAAGCCAGTTCTATATACAGAGAAAAGCTACGTTGTTCGGGAGG AGACCCAGTTGATG 
ACATGCTCTTCATCATGAGGGGCAAGCTATTGACCATGACAACCAATGGTGGAAGAACCGGCTTCTTCAA 
TTCTGAATATCTTAAGGCTGGTGACTTTTGTGGAGAAGAACTTCTTACTTGGGCTCTGGATCCTCATTCC 
TCATCCAATCTTCCCATCTCAACAAGAACTGTCCAAGCCCTTACAGAAGTTCCTTTGCTCTTAAAG 
CCGACGACTTGAAGTTTGTTGCCTCTCAGTTCCGGCGACTTCATAGCAAGCA TTCGCCATACTTTCAG 
GTTTTATTCTCAGCAATGGAGGACTTGGGCAGCTTGTTTTATACAGGTAGCCTGGCGCCGCTGTAAGAAG 
AAGAAGCTTGAAGAGGCTCTTCTGGCAGAGGAGAATAGGTTGCAAGATGCATTGGC CGGCTGGTGGGA 
GCTCGCCAAGTTTAGGTGCCACCATTTATGCCTCGCGGTTTGCTGCTAATATACTTCGCACTTTGC 
 
>0701-94-(6-7-06)_A01 
GGGGTGTCACCTTTTAATGGATTCACATATGATCACATCTATGGAACCAAGTTGGTGGGACCATTTTCG 
ACAGGTTTGGCCGTCGGCACACAGCTGCTGAACTACTTTCTTCTGGGAACCCTCGGAAGCTCACTGTATT 
GATTCATGCCTCTGTCCAAAAGATTGTATTCGACACAACAGGAAAGCAACCAAAGG TGTGGGGGTCATT 
TTCAAAGATGAAAATGGTAACCAACATCAAGCAAATCTCGTAAATAAGGCAAGTGAAATCATATTGT 
CTTGTGGAGCAATTGGGACGCCTCAAATGCTACTGCTAAGTGGAATTGGACCAAAAG TGATCTTAAAAA 
GCTCAACATTCCAGTAGTGCTTAATAACAAGTTTGTTGGGAAAGGCATGGCTGATAA CCCATGAACACA 
ATATTTGTTCCCTCTAATAGGCCAGTTGAGCAGTCACTCATACAAACTGTAGGGATTACAAAGAAGGGTG 
TGTACATTGAAGCTAGCAGCGGATTTGGACAATCCAAAAATAGCATTCACTGC CATGGTATCATGTC 
AGCTGAGATTGGGCAGCTTTCCACAATCCCACCAAAGCAAAGAACACCAGAGG TTAAAGAATACATC 
AAAAACAAGCGGAACTTACCTCATGAAGCATTCAAGGGAGGCTTCATTCTAG AAAGATTGCCAATCCCA 
TATCAACAGGTGAGCTCAACCTGATCAACACCAATGTTGATGATAACCCCTCTGTCACCTTCAACTACTT 
CAAACATCCGTATGATCTTCAACGCTGCGTTGATGGAATTCGCATGGCCACGAAGATTGCCCAGTCAGAA 
CATGTAACAAACTTCACAAGGTGTAACAAGGGAAACTGTGGATAAAATACTTAA 
 
>0702-94-(6-7-06)_B01 
GAATACCCTATTGTTCTCAACCCAGATGATTTTTTGCTGAAGCCTAAACTTGAAGACCCAAATCCCACAT 
TGCTTGTTAACCCTGTTATCGGTTGGCAAATATCGCAAGCCGATTCTGAAGTCATTGAAATGGGAAAAAA 
GTTCTATACTAAGCTAAAGCGGAAGCTCAAGAACCCAATAGATTTTGATAAG G GTTTTTACTTATT 
260 
 
 
TTGAATCAGTTTCTTGAGAAAATTAGGGACAAAGTTGGTGTTTCCATTGGGATTTATCTGAAAGTG 
GGTATACTCGGGCCTGGATTGAACGGCTAGGGTCTTTCATGGGTAAAGATGTTGCTG TTTGGTTTTGGA 
TGGGTGTGTGGATTTTGAAATTTGGGATTTGGTCGAGGTTCTGATTGTTAATGGGGTTATTGATCATTCT 
TGTTATTCGAATTTGGTCAATAGACTTGTGGCAAAGAAGAGGTCAGACTTGTTATGTCTTTGTATTAAGC 
ATGCATCGGATCTTGGGGCATCTGAATTACTTGCTATTTTGAAGTATTTCCT GT CGGCGAAAGATGC 
TTATGGTAGTATGGTGGATGTGAGGAAAGAATGGGAGAAGCAGGCTTTGTCAGCAA TGAGAAAGCAAGT 
GAAAGGAGTGTCACGGGGAAGAAAGCGCGTTTGGCGAAGGAGGCTTCAATTTTG TTATGGTGGCACATG 
ATGGGTTCTCTGCATCAGAGCTTTGTTTGCACTATTTGCTGGCGTCCTCAAACATTGATGCAGTGACATT 
ATCGTCATCAATTGGAAAATTTGAATGGTAAAGAGATGATGAATTTGATTCGGTATTTGGGGAAGTGG 
 
>0704-94-(6-7-06)_D01 
ACAACAAGAACACCCTCCTCGTTATTATTCTCAGACTCAGACTCCAACCTTGAAGACGACCCGACCCGT 
ATCCACCGCACCTGGGTCGGACTCTCAGACCACCACAAAGTGTTCCTCACCATGCG ATGGCTAGGCAC 
CAACCAACTCTCGCTTCACTCCTCAAATCTCAGACAACCACCCCACTTGTCAAG GGCCGACCCATCGCC 
GCAACGGTGTCGCTTAGCCTCCCCACTGCAAAGCCAGAGAGAGCTTCTTCCTCCACTGTGAAAATTCCCA 
AATGGTCAAGGAGTGCAATAAAGGCATTTGCTATGGGAGAGTTGGAAGCCAG AG TCAAGTACCCAAC 
TACTGGGACTGAATCCCTTCTCATGGGGATTCTTATTGAGGGAACTAGTCTTGCTT AAACTTTTTGCGA 
GCAAATGGGATTACTCTATTTAAGGTGCGTGAGGAAACTATCAAGTTACTTGGGAAAGGTGAAAGGTTCT 
TTTTTAGTCCTGAGCATCCTCCTCCAACTGAAGCGGCTCAAAGGGCCCTTGA TGGGCTGTTGATCAGAA 
ACTAAAATCTGGTGATGGTGGGGAAATTACGACATCTCATATGCTTCTTGGCATCTGGTCTGAGGTGGAA 
TCACCAGGTTATAAGATAATGGCTACCCTTGGCTTTAATGATGAGAAAGCCAGTTGGAGTCTTTGA 
GTTCAGAACCTGGATTTGTAGATGATTGATACATTCATTTGAGGTTTGTTACCA ACTTGTAATTCTATT 
TTTTTGGAGATATATTAATGTTCTGTTCTTTCCTTC 
 
>0707-94-(6-7-06)_G01 
TTATAACTGGTGGAGGTCGAGGATCGCAATGTTGATGACTTGGGTGTGGAGC AAG CTTTCACATAAC 
TACTTCAGGCGTGAAAATTGGCAGTGGGGCGCTAGGGAGGACTGGAGGTTCACT A ATGAGCCGACAGT 
ACGGAAAACACTGGTGGTGGGTTTCATTCTTCGCCGTCTACGCCTCTCAGCAGGTGTTTCTGATTGGAAT 
ATGCCTCCCACTGTACGTTGTTCATTCAGTCGAAAAGCCATTGAACAATTGGG TTGTTGCAATCATT 
GTCTGTATGTGCGGTGTTGTTATCGCATACTTTGCAGACACTCAACTCCATGAATTTGTGACTAGAAACA 
ACAAACTAAAGGAGCTTGGAAAGCCAGTGGTGCCCAACCTTGACAAGGGCTTGTGGAATTATTCGCGACA 
TCCGAATTACTTTGGAGAGCAGTTGTGGTGGTGGGGACTTGTTATATTTGCATGGAACCTGGGGCATGGA 
TGGGCCTTTGTTGGAGCACTTATCAATAGTATGTGCTTAGCTTACGTCACTAAACTTGTGGAGGAGCGGA 
TGTTGAAACAAGATTACAGAGCCGAGGCATACAGGCTGTACCAGAAGACAACTTCTGTGTGGATACCTTG 
GTTCAGGACATCCAAAATAGGAGGAAAAGATAAAAGCACTTGATTTGATATTTCGTTTGTAAGCTCTGTT 
AGTTTTCTTTATCAGCATTAGTATTTATATTGTGTGTTCCTGCCTTGATATTC AGAGTCAAGACTTGC 
CTATGTAATTTCTTTATTTCAAGGGAAAAAAATGATGGATTGTGCTTAGCCA ATAGATCTTTGTATGAT 
ATTGTACAAAATCTTTCTGCGTATGCTAAAGAAGTT 
 
>0708-94-(6-7-06)_H01 
TGCTGACAGGTTTCTTAAATTATCTTTGCAGCTTCTTTCAAGATACTCAAATTGGTTGTCATCTGGATTG 
GCTGCCCGGAAGAAGGGTAATGCAGTCTCCAGCTCTGGATGTGAATGGGCTGTTTCAGCTGTCCCAGAAG 
ATTTTATTTATATTATTCATGATGTAAATTGCCTGGCCTTGGAGGTTTGTGG ATTACCTGGGACAAGT 
ACTTCAAATTCTTTCTTCATGCTCTGCTGCTGTTCTAGATTTGGTAAAACAG GT TTTTACATGGTGGA 
AAGTCATTGGAGGATTTTGTGCCTCTGGTTATTAACATAATAATAGAGGCACT TTGAGAAGTCTGTTG 
AGGACTTGAGACAGCTGAAGGGAATAACCGCAACTTATAGGATGACAAATAACCTCTTCCTGTCAGACA 
TTCACCCTATGTGTCAGCGGTATTGCGACCCCTGAAGGTTCTTTTGGAAGGAGAGCGAGCTACAATATAC 
TTGACAAGGGAAACTAGGAATGAACTACTGCTTGGTGCTGCAACTGAGATTACT G CGTTATTACGAAT 
TAGCTGCTGATCTTGTCAGTGTGGCGAGGAAAACAGAGTCTTCACTTCAGAGAAT CGGCAAGGGGCTCA 
AAGACGAGCTGGAGCAAGCTCAGATGTGTCGGATAATAATGTGTCTGACACAG CA GATTTGTATGCAA 
TTGTTCCTTGATATTCAGGAGTATGGTCGCAATCTTGCTGCCCTAGGGGTTAAGCAGCCACTATTCCAG 
CATTCTGTTCCTTGTG 
 
>0709-94-(6-7-06)_A02 
GATGAGGCAGTTGCTTATGGTGCTGCTGTACAAGGAAGCATCTTGAGTGGAG TGGTGAAGAAACCA 
AAGATATCCTTCTCCTGGATGTGGCTCCCCTGACCCTCGGAATTGAAACTGTTGGTGGAGTGATGACCAA 
ATTGATTCCAAGAAACACTGTTATCCCAACAAAGAAATCTCAGGTTTTCACACTTACCAGGATCAGCAG 
261 
 
 
ACTACCGTCTCCATTCAGGTCTTTGAAGGTGAAAGGAGTCTCACAAAGGATTGTA GAATCTTGGGAAAT 
TTGATCTTTCTGGAATTCCTCCAGCCCCAAGGGGAACCCCTCAAATTGAAGTCACATTTGAAGTTGATGC 
AAATGGTATCCTAAACGTTAAGGCAGAAGACAAGGGCACTGGTAAATCAGAG AGATCACCATCACAAAC 
GACAAGGGTCGCCTGAGTCAGGAGGAGATTGACCGTATGGTTCGTGAAGCGAGGAGTTTGCCGAAGAAG 
ACAAGAAGGTGAAGGAAAAGATTGATGCTCGTAACAGCCTGGAGACCTATGTCTACAACATGAAAAACCA 
GGTCAGCGACAAAGACAAGCTTGCTGACAAGCTTGAGGAAGATGAAAAGGAAAAAATTGAAACCGCTGTG 
AAGGATGCCCTTGAATGGCTTGATGACAACCAGAGTGCCGAGAAAGAGGACTATGATGAGAAGCTCAAAG 
AGGTGGAAGCCGTTTGTAACCCAATCATTTCCGCTGTTTATCAGAGGTCAGGTGGTGCCCCAGGAGGTGA 
GTCAGAATCAGTGGAGGATGATGATTCACACGATGAGCTTTA 
 
>0710-94-(6-7-06)_B02 
GCTCTCTCTGCCTTTTCTGTTTGCCGCACCATTTGGTCCAATTTCAATGACGACGAAGAAAAGATTCGT 
CGCAACAAGCGACTTCCAAGGTTTGCAACCAAGGTGATGGCGACTCTGTTGG CCAA CACAACAGCTGA 
GGAGAGAGAGCAGGACATTGTCACAGAGAATGATTTAGAACACCTATTGCAC TTTGGGAGGGACGGA 
GAGATGGAATGGCAAAGTATGATGGAGAGGTCTACTCCTAACATGTCATACCAAGCTTGGCGCCATGAGC 
CAGAGACAGGCCTAACAGTTTACCGCAGTAGAACAGTCTTTGAGGATGCAACTCCAG GGTGGTTAGAGA 
TTTCTTCTGGGATGATGAGTTTCGACCTAAATGGGATACCATGCTTGCATACT CA AATACTGGATGAA 
TGTCCACATACAGGGACATCAGTTGTTCACTGGATAAAAAAGTTCCCTTTCTTCTG AGTGATCGAGAAT 
ATATCATTGGTCGAAGAATATGGGAGTCTGGGAAAACGTATTATTGTGTGACAAA GGAGTGCCCTTTCC 
AAGTTTGCCCAAGCAAGACAAGCCTAGACGTGTTGAGCTTTATTTCTCCAGTTGGATTATTAGGGCTGTG 
GAATCTCGTAAGGGCGATGGAGAGTTGTCTGCGTGTGAGGTTACACTTTTACATTACGAAGACATGGGGA 
TTCCCAAGGATGTGGGCAAAGTTGGGGGTCCGTCATGGAATGTGGGGGAGCT TCA AAATTGCACTCT 
GGCATGAGGGCATACCAGAATGCGAGGAAGTCTGGGGCTCCTTTGTCTAGAGCACGGATGGCAAGGA 
TTCACCAC 
 
>0713-94-(6-7-06)_E02 
CGCCCCCTCCTTGAAGTTGATCCTCCTCCCTCTGCTTCTGGTGATGGCTCTGA AGAAAGTCCCTGAGA 
AGCCTTTGGAACAGGAACCAATGCTTGCTGCTAGAATTACTATTGAGGATGGCCTCTGTCTTCTTCTTGA 
TATTGATGATATCGATCGGCTGCTACAGTTTAGTCAGCCCCAGGATGGGGGTACTCA CTCAGACGTAGG 
CGACAGATGCTGCTAGAAGGTCTGGCGGCATCACTTCAGCTTGTAGATCCACTTGG AAAGCAGCGTCT 
CTATTGGCCCGACTGCCAAGGATGACCTTGTGTTCCTACGATTGGTTTCTCT CCTAAGGGTCGAAAACT 
CCTTTCTAGGTTCCTTCAGCTTCTCTTCCCTGGTAGTGAGCTTGCCCGAATTGTTTGTATGGCTATTTTC 
CGTCATTTAAGGTTTTTGTTTGGTGGCCTTCCATCTGATAAAGGAGCAGCTAGA AACCACAAATCTTG 
CAAAGACAGTTTCCTCATGTGTTATGGGCATGGATTTACGAGCACTTAGTGCTTGTCTTGTTGCAGTTGT 
TTGTTCATCAGAACAACCACCACTCCGCCCTGTTGGAAGTACTGCTGGAGATGGGGCCTCCATTATTTTG 
AAGTCAGTCCTTGAAAGGGCAACTGAACTCTTAACTGATCCTCATGCTGCTGCAACTGTAGCATGCCAA 
ACCGTGCCCTGTGGCAGGCTTCATTTGATGAATTCTTTGCTCTTCTGACTAA TACTGTCTGAGTAAATA 
TGAAACTATTGTGCAATCCATACGTTCACCTACCCAACCAAGCACAGAAGTTATTGGATCAGAGGCAGCC 
AGAGCTATTAGTAGAGAAATGCCTGTGGAGCTTCTACGTGCCAGTCTTCCTCACA TGATGA 
 
>0714-94-(6-7-06)_F02 
CTTCCTCTTCTTCCTATTGTCCCTTTGCCTTTTGAGGTTTTAACAAGCTAAAGGGGTCTGGTTTGTAAC 
AATGGCCACTGCTAAGTTCGTTGCTGCCTTGCTCTTGGCCCTCATTGCCCTCTC ATGCTTCAAACCATG 
GTTATGGCTTCTCATGGGCATGGTGGACATCACTATGACAACACTAACAAGTTGGACCTGGGAGTCTCA 
AGAGCTACCGTAAGTACAGATTCTTGCACTCTCTCTTTATTTTCTTCTTTATTTATTTTTTCACCAAAAA 
ATCTAGAGATACTGAAAAACCAATCCTTTCTGAAGAAATGAAAATTTACCGAGGGAAAGATTATTTCAC 
ATAAGTAACTACTATTAATTTTACAATATTGTCACCATTTACCATAATTAATGTTTTTTATTTTTTATTT 
CACGACCATGTAGTCGAGATATTTTGACAGTCTATCCCTCACTCAAACAGTC A CAATTCTGCCTGTGG 
TCAAAAACTCTTTTTCACACTTTCTCACTTTGGGATCTTTGGGGTCTACACTTTGA TACTGTGGTGAGT 
AAAGAAATGATTATGTTTTTCTTGGGTGGAATTTTTTAAAATGACTAGAATGCCCATCACAATGCACGAG 
GAGGTGCAGCAAGACCCAATACCATAAGCCCTGCATGTTCTTCTGTCAGAAA GCTGCAAAAAGTGCCTG 
TGTGTGCCCCCAGGGTATTATGGGAACAAAGCTGTGTGCCCTTGCTACAACAACTGGAAGACCAAGGAGG 
GAGGCCCCAAGTGCCCCTGAATCAACTCTCAATTTTCCATCCTTGTCCTTCCTATCCTATATATGTTTTT 
TTTTTTTCCTATCACCTAGCATACTACTACTGCATTTTACTGCTAACTTTT 
 
>0716-94-(6-14-06)_H04 
AGACCTTACGCAACCATGGTCACCATTTCTCACTTCCTTTGTGGGAACGAGTGTTTGAATCGGTTCTATT 
262 
 
 
TCCAATATTTGACTACGTTCGACATGCCATTGATCCTTCTGGGGGGAGCTTGCCAGGGCAGGGAACTGAT 
AGTGAAACAGGTGATCTTGATCAAGATGCATGGCTCTACGAGACATGCACAT GC CTCCAACTAGTTG 
TAGATCTTTTTGTTAAATTTTATAACACAGTCAATCCACTTTTGAGAAAAGTGTT ATGCTTCTTGTGAG 
CTTTATTAAGCGTCCTCACCAAAGCCTTGCTGGTATTGGAATTGCTGCATTTCCGTTTGATGAGCAAT 
GCAGGGGATCTGTTTTCTGAGGAAAAGTGGCTTGAAGTGGCTTTCTCATTGAAAGAA CTGCTAATGCCA 
CAGTTCCTGATTTCTCTTTCATTCTCAGTGAGCATGCTTTACCTAGAGAAAATA TGGGGAATCAGGGGA 
GTCTGATGTGTCTGGTGTGCCGGATAATGATTCAGAGAGCCTAAGGACACACC TTTCTATGCTTCTTTG 
ACTGATGCTAAGTGCCGAGCTGCTGTTCAACTTTTATTGATTCAGGCAGTGATG AAATCTACAACATGT 
TTCGGTCTCACCTTTCAGCGAAAAACAACTTGGTCCTCTTTGCCGCTATGCATGATGTGGCATCCAGTTC 
TCATAAGATCAATAGCAATGCTGTGCTACGTTCAAAGCTTCTAGAGTTTGGC CAATGACCCAAATGCAA 
GACCCTCCACTATTGCGGCTTGAGAATGAGTCTTACCAAATTTGCTTCACATTCTTACAGAATCTTATAC 
TGGATAGG 
 
>0717-94-(6-7-06)_A03 
AAGCCAAAACCAAAACCAAAACCAAAACAAACAAAAACTAATGGCTCTGCAG ATGGGAGGCACTGAAG 
GAAGCGATCCCAGTGTACACGGGCCTCTCTCCAGCGACCTTTTTCACTGTTTTGC CTGGCGTTGGCTG 
TGTACCACGTGGCTTCCGGTCTGTTCGGGTCCTCCGATCAGCGGCCGAGGGAGCGCGAGGAGGAGAGTCA 
GCCACTTCCTCCGCCGGTCCAGCTCGGAGAGATCACCGAGGAGGAGCTCAAACAG ACGATGGTACTGAT 
CCTAAAAAGCCTTTGCTCATGGCCATCAAGGGCCAGATCTACGATGTCTCTCTCAG AGAATGTTTTATG 
GACCAGGTGGACCTTATGCACTGTTTGCTGGAAAGGATGCTAGTAGAGCTCTTGCAAAGATGTCTTTTGA 
AGATAAAGATCTGACCGGGGATGTATCTGGTCTTGGTCCATTTGAACTTGAGGC TTGCAGGACTGGGAA 
TACAAGTTTATGAGTAAGTATGTTAAGGTCGGAACCGTCAAGAAGTCTGTTC A AAACTGGTGATGGGG 
CACCCACCAGTGAACCTACAGAATCTACAGACCGTGATGTTGCTAAACCTGCCGAAGATGGTCCATCAGA 
AACCGCAGCTGTTAAAACTGAGGAAACCCCTTCTGGTGCTGATGTTGCAAAAGAGT GAGGTGGAGTATT 
TCAAGCGCCAATAATGCAAAACTTTTGTAAACAATTTCTAATGGAGACACTAAGGAGGGTAATATTGTG 
TGCGTGTATTTCATCAATCATGTTATACTCATAAGGATATGGTTAAGATTGTAGTGTAGGATACCCTACT 
TATGAACGAAC 
 
>0718-94-(6-7-06)_B03 
AGCTCTCTACCTCTCATACTTTTGGGTCCAGCCACTAGGAAAGGGAAATCCTTTCATGCAAGAGAGATTC 
CATTCCTATTTTCCCCTCACGAACCATAAACTTGGTGTTACCAGTTGCCAAGT T GCTCTTTCTACTG 
TAGGCTTTCGGCTCCTCTGCCTTCAAGTAAGGGAGAAGTTATATGAGTATTTGGTAAGTCATGGGGTTAT 
TTTAAAGTATATGATGCATTAAAAGGGTTTTTGATTAGAGGTATGACATATAAGCATGTTTCAAACAAAG 
GTATGTCCGTGAGCTTTCGAAACCTTATGTATATGATTTAAGCATATTGATAT ACTAATTCCACGA 
TCATGATGTTTAAAGAAAATAAAGGAAATTCTTTTATTATGAAATGTTATGCA ACTATGAAATGTTTTC 
GGGTTATGATCTCTGGTGATTTGAACTCTGCTAGTAGGGATTAATTATTGGCT CCATGAAAAATGTTA 
TCTAATTGGCCATTAAGTGGGATTGGCTTTGCTATACCCACCCTTGTTGGTTAC CAAACTTGTGAAGG 
AAGTCAACCAACCCCTATGGTTGAATGTATGTATTATGATGTGATCCCGGGAATACCTGGCATTGTGGGG 
AATGTTGGATGCCTAGCATCGTGGTGTTAGAAGCCTCCCAAATAAGTACAGAT TATCAGATATGGACTA 
ACCAATAAGTTATTTATGAACAACTATATTATGTTATTAATCATGATAGAATGATTTTGTTTAAATGCAT 
TTTGAAAAGTTAAAAGCTCTCATGAAAAGAAGTTTATGATGAAAAGAAAAGCTGTTCTTTAAAGATAAGA 
GTTTTTGAAGTTTTGTTACGCTTTAAAAATAAA 
 
>0719-94-(6-7-06)_C03 
AACTTGCAACAGCAGTCTTTGTGCACACCGTAATCAATGCTTTGGAGCATTCAGTGATTGCCCTTACATG 
GTCTCTTATGTCTCTGCTGAAACTTCTACTTCTGGGATATTGGTAGAGGATCTTCTCCACTTAACAACAG 
AAGATAGTCATCAGGAACTTGTTGAGGCATATATCACATTTGGCTGTGGACAG TTCAAAGTGGTTCATT 
TCTGGACGTTGCAGCTCCCAATGGTTTGCTTGGGCTAGGTATGGAGAAGTTTC TTCCTAGCATTTTA 
TCCAGCAAAGGTTTTACAGCAGATTCATTCTCCATGTGCTTTGGACGTGATG GAT GGAAGGATCAGTT 
TTGGAGACAAGGGTAGTTCTGATCAAGAAGAGACACCTTTTAATTTGAACCCATCACACCCAACTTATAA 
CATCACTGTTACTCAAATTCGAGTTGGCACAACTCTGATTGATGTGGATTTCAG GCGCTTTTTGATTCT 
GGGACCTCTTTTACATACTTGGTTGAGCCAACCTACACCAGACTTGTACAGAGTTTCCATGAACAGACTC 
AAGATAGGCGGCGACAATCTGATCCAAAGATCCCTTTTGAGTATTGTTATGATATGAGTCCTAATGCTAA 
TGCTAGTCTGGTACCTAGCATGAGTTTAACTATGAAAGGTGAAAGCCAGTTCACTGTCTATGATCCCATA 
ATTGTCATCTCTACACCGAGTGAACTTGTTTATTGCCTGGCTATTGTCAAGGCACAGAACTGAATATAA 
TTGGACAAAACTTTATGACTGGCTACCG 
 
263 
 
 
>0720-94-(6-7-06)_D03 
CTACACAAAATATAATAGCTGGAATGGCATGGAAGTGAAATTTGAACGGGAATGAAGGCGGTCGATGAG 
TCTGGCATTTGTTCACCGCCTTTGTGGAAAACAAGCCCACCCAGAAGTCCCC ACA AGAGCAAATCACT 
ACAGAAGCTTATCTCCAACATCAAGAACCCAAGCCATTGCCAGAGGCCAAAGAGCTCATGGAAATGGT 
CAAGAACATGCCTGAGGCTTGCTATGAGCTTTCCTTGAAAGATATTGTGGAGCAACCAAAAGTACTTGAA 
GCTAGAGAACGAGAAAGTAGTGTGTCAGAAGAGAGGGATTTGGGCACTGAGGTTT TATAAGAGGGAGA 
ATAGTAAGAAGAGGAATGATAAGAGGGCACAACCACAAGTAGTGAAAAGAAGTGCA GCATAAATAATGG 
AGGGTTTTATCTTAAAATGGTGTTTCCTGTATCTTTAGGTTCTAAGAAGAAC ATAATAAAAAGAAGAAG 
AATGATCAGTCTTCTGTGACAAATACAAGTGCAAAAGTTTCTCCTAAGCCTTAGTACAAGATGGATCTT 
CAAAGGGTGTAGATAAGGAGTGGTGGAAGAAGAGAATTTCAGTATCTGGTGAGA TGAAAGTGGCAGGTC 
GAGTAGTAATAGCATGAAAAGCACTGGAAGCAGTAGCAGCAGCAGCAGTAGCAGCAGCAGAAGAAGCAGA 
AGCAGCAACAACAGGAAAAAGAGTGGTGGTTGCTGGTCCTTCATCCGCAACAA AG AGGCAATTGCGGA 
TCGAATGAGGTCCCTAGCTCTAATAAAAATAGGAGAGCACAATATATGCCATGTAATTATTCTCCCAATA 
ATGCTTAGTTCAGAGGAGTATAGATTATCTGAGTTTGCAAATTAGTGTGTTA TA TATATTCTTTACA 
GATTTTG 
 
>0721-94-(6-7-06)_E03 
GTGTTTGTCAATACTATCATGACAACGCCCCAAGATTTGTGTTCACACCCAACTG CTTTTTCCATCAAG 
CCTATGAAATAGGCCTAAATAAACAAACAAACTCTCAATAGAAACAGAAACCA GACAACATCAAAACG 
TTACTGTTCTGTTGTTCCACCCTGGTTCAATGCTTTTTGTAACGGTCTCTTT GA GGAAGATGATGAA 
GAAGAGGACCTGTGATCTCTGTGTTTGTGTGGGGATTCATGAATTTAGCTACAGGTAGAGGTTTTTAAAT 
GATGATGGTGAAAGAGCAGAGGGATATAAAACCTCTTTTATTGAAGTTTGGAGTG CTTTAGCCATCTCT 
TTTGCTGGATTTCTCTACTCCCGCCTCAGAACCAAAAGGATCAATCCCTCAAC GCCGCCCTCACCAC 
GCTCTTTGGATCATGGGAATGAAGTTAATTTAAAAGGTGGAAGAGCTTGGCATAAA ATGATCTTCTTGG 
CGGAAAAACAACATCCATTTCCTCCAATACCGTTTCTGTTGCGGCTGAATATGATG GACATTCATACCG 
AAGGTCTGTGTTGACTCCATAGCTGGATTCTCTCCCAGCAGTAAAAGTAGTGGAGATAAAGAAGAGCTCC 
TCTTGCCAGAGTTTAATGATCTTGTGAATGAACTTGACTTTGCAGCTGCAAAG TGGCTTTTCTCCAAA 
GACTGATGTTGAAACACCCAGGTCAAATATAGATACTTCAAAAGCCTTTAGAAG CTGAAAATGATGAA 
TATGAGCAAGAGATCTGGCACCTGAGGAACATGGTCAGAGTGCTTCGGGAGAG AGAGAAATCTTGAAC 
TCGAATTGCTTGAGTATTATGG 
 
>0724-94-(6-7-06)_H03 
TAAAAAACAGGAAGTACCAAATAGACCCTCAACGCAAAGACCCTTTGGGCTTAACATCGCTGAGTTCAGT 
TCAGTCATCAGAAATGGCATCCTCTGCACTCGCACGAATCTCCAATCTCCAAAGACACTTCGATCCCACA 
GAGTCAAACAACAACAAGGGTGGCAGTGATGGGTTTTGTGGAGACTTAATAAAG T TCTCCAGAGGTTT 
CTGAAGCCTTGTTACGTGGGGATGCGGTGGTTGCTCTTGAATCCACCATTATTTCAC TGGAATGCCATA 
TCCTCTAAATTTGGAAACTGCAAAGGAGGTGGAGGCCATTGTTAGGACCAAC GAGCTGTTCCTGCTACT 
ATTGCAATTTTAGATGGCATACCATGTGTAGGATTGAGTATGGAAGAATTGGAG CTTGCCATTTTGG 
GAAAAAGAGTTCAGAAGACAGCTCGGAGGGACATTGCGCTTGTTGTGGCTTCCA AGGGAATGGTGCAAC 
TACTGTCTCTGCTTCAATGTTCTTTGCTTCTATGGTTGGCATCCCTGTATTCGTCACTGGGGGGATTGGA 
GGAGTACATAGACATGGCGAGCACACGATGGACATATCATCTGATCTTACTGAGCTTGGAAGGACCCCAG 
TAGCAGTTGTCTCTGCTGGTGTCAAATCAATATTAGATATTCCCAGGACCCT GAATATTTGGAAACACA 
GGGAGTTTGCGTTGCTGCCTACAAAACCAATGAGTTTCCAGCATTTTTTACGGAA AAGTGGCTGCAAG 
GTGCCTTGTCGTGTAGATAGCCCAGAAGACTGTGCTCGGCTTATAGATGCAACACG GACTGAA 
 
>0725-94-(6-7-06)_A04 
CTCTGGCAACTGAAAAGCGTGGTTCATGCACGCGTTCTGTTGTGGCTGAAATGCTGGTAATGGTGTGAC 
CTCTTCACTGAAAGCCAACAATACATACTCCCCCCAAGCTACAAAGAATTCC GC AAACTCACCTCTG 
TCACTAAGGAAGCCCTTTCTATCTGACACAAAGAAGTATCACGATGAAGAATAGTTGTTCTGTTGCTT 
CCTCTACTGCTGCATCTGTGCGAACAGTTAAATCTAGGGTGACTGTTGGATCAGCTCCATCATTTAAAAG 
TGCTCAGCGTGCAGAGAAACGGAAGGAGTTTTACATGAAGTTAGAGGAGAACACC GCTCTGGAGGCA 
GAGAAAAGTGCATGCGAGGCAAGGACCAAGGAAGAGCAAGAAGCAGCTATCA A CTCAGAAAGAGCC 
TGGTAATCAAGGCAAAACCAGTACCTAGTTTCTACTATGAGGGTCCACCACCTAAGGCTGAACTCAAGAA 
GTTGCCATTGACTCGGCCCAAATCACCAAAACTAATCAGTGTATTACGGAGAAGAGCTGCAGTGAAGTA 
ATCAACTCATCTCATGAGGAAAAGGAGGGTATATGTGGTCGGGCTCAGCGTCATAGCCTTGGTGGTCAAA 
GAGAGGAGCCTGCTACTTTGAGCACTCCCAAAACTAAGGGTCAGATCAGTGGC G AACACTAATGGCAA 
TTACAAAGTCAAGGAGAGTCCAAAGCAGGAAGAGGAGACAACAGAAACAAATCTGCCTATGATCAATGAG 
264 
 
 
CAGATGAATGCAGACATTACTGTTCATTAATGAATTTGTGTCTTACCTTTTTT GTCTAACTTTCAAG 
TGGGATAAATTCTTCATTTTCCTTTG 
 
>0726-94-(6-7-06)_B04 
GTCTCTTCGAAAGGGAAAGGGAAAGGGAAAGGGAAAGGGGTTTTTGAGTTTGAAGGAGGAGGAAGTGGAG 
GAGGAAGTAAAGGAGGAAGCAGAAGGAATGTGGGCGGGCATGGTAGCAGAGCTTCTT GAGAGATAATAA 
AGCGGGTGGAGAGGAGCGAGGAACAGTGGCCGAACCGCCAAAACGTGGTGGCATGC GTTGCGTCTGTAA 
GCGTTGGAGAGAAATCACCAGACAAGTGGTTCGCTCCCCTTCCCCTTCCCAA TCTGCTGTTCCCAAA 
ATCACTTTCCCTTCTTGCCTCAAACAGCCAGGACCCCGCCACATTCCTCATCAATGTCTTATCAAACGTA 
ACAAGAGGACCTCAACCTTTTACCTTTATCTTGCCCTCACTCCCTCATTTAGATAAGGGAAAGTTTCT 
CTTGGCAGCACGGAGGTATAGGCATGGTGCTCACACTGGGTTTATTGTATCACTTGATGCCGATGACCTG 
TCTCAAGGAAGTAATGCTTATGTTGGAAAATTAAGCTCGGACTTTCTCGGGACAAATTTTACAATCTATG 
ACAGCCAGCCACCACACAGTGGTGCAAAACCCTCAAGTAGCAGAAGCAGCCGCCGTTTTGCAAGTAAGCA 
AATTAGCCCTCAAGTTCCTGCTGGCAACTTTGAGGTTGGGCAGGTCTCTTACAAG CAACCTTCTGAAA 
TCTAGAGGTCCAAGGAGGATGGTTTGCTCGTTCAAGTGCCCGTTGCCTGGAAAGCTTCCAACAGCAAGT 
CTCTGGACAACATCAATACGAAGAAACCAGAGTATTCTATGTCTGGATATACAGT TTGAGGAATAAAGC 
TCCTAGGTGGCATGAGCATTTGCAG 
 
>0727-94-(6-7-06)_C04 
ACGAGAATTGCTCATTGATCATGTTGGTCATCGTTGCTGCTGGGGAAGTCGTCCAG TCGGACGTGGAAG 
ATTCATACGGTTGAAGACTGCAATGTTTATGTAGGAACGCTAGATACGTTTTAGAGGAAAGGGAACTTA 
TAACAGAAACAGAGGCCTACCTCGGTGGAAATATTGATGGAAAGGATAATGCCTGAACTTGGAATCTG 
GGAATTGGATTTAAGGTCTCAGTTCCCTCTCCTATTTACTTCTTACGAAGAATC CGGGCAAAAATTCCC 
CATTCTGAAACCATTGAGAAATGCTCAGGATGTGATGGACGGGGAAATATTGTC G CCTACATGCAATG 
CAAACCAAGAACCTGGATTTTTTAAGGAAAATCAGATGACTGAATGCCCTGCTTGTTATGGAAGAGGTTT 
AATTGCCCATAGAGATGGATCAGACACAAAATGTGTGAAATGTAATGGCAAG A GATTCCTTGTGCA 
ACTTGTGCATCTCGTGGACTAATTAAATGTGAGACATGTAATGCAGGTGGTTCTCTTCGGTCACACAAGG 
TTGCCATTGTTCGATGGAAGACACTTTCAACTCGAAAAGTTAGTGCAACAAGTGG GCAGCATCAGTTCC 
TGATGAAGTTTTCCACAGAGCCAAAGGTGTCCAGTTGTGCAACACTCAGGCA ATCAATGCACTCCTGCC 
TTTTTTGCTGATTCTTTCTCCCTCAACAAGTTTTCTTCTGAAGTTATTGCGGAGAGAGCACCTGTACCTC 
CCTCTGCTAGAGTCATATGTGAGAGGCATACCATCTCCGTTGTGCCAGTTAGCGTGTCACCATGTCTCA 
TCGCAATCGATCCTTCAGTTTCTATATTATTGGCTTTAGCA 
 
>0728-94-(6-7-06)_D04 
AAAACAGTGCTTCCTGGCAAACTGATTCACTTTCAAGTTTTCTTGATTTTCCTGTAAATACCCCTATCGA 
GAATAGTCAGGTAGAAAGCAGTAGTTGTAATGCTGCACTAGCATCCGAGGAATTTACTAAATGGGCTGAC 
CAGCTAATCGCTGATGACGATGCTTTAGCTTCTAATTGGAATGAGCTTCTTGG GACACTAGTGTTACAG 
ATTTGGAACCAAAGATGGTATTCCCGGTGTCCAAATCATCTCCAAATTTTCAGCA ACCAGTCCCAAGT 
TCCTCTGCAGCTTCCTGCTACTTCTGGAGAGATTCATGCTGTTGCTAACCCCTCTTCCTTGGCAAATAGT 
GCCCCAGCCAAGCCACGCATGCGTTGGACACCAGAACTTCATGAAGCCTTTGTGGAGGCTGTCAATCTCC 
TTGGGGG 
 
>0729-94-(6-7-06)_E04 
TTTGTTCTTCTGCTGGGTTTTCATTCTTATTCTTTTTTATCTTTGCCTTTCC TGAGGGGTTTTTGCCA 
CTTTTGCTTTGCTTCTTTTGTGGGTGTTTGATATTTTTCATGTCTCAACAAGGCAATTTCAGATGGTGG 
GTGGTAACAACAACAATCCGGGGCAGTACAATGACACAACTTTAACCAAAAT TTTGTTGGTGGGTTGGC 
TTGGGAGACTCAAAGGGATACAATGAGAAGGTATTTTGAGCAGTTTGGTGAGATC TGGAAGCTGTTGTT 
ATCACGGATAAAAACACTGGGAGATCCAAGGGTTACGGTTTTGTTACATTTAAGGA CCAGAGGCAGCCA 
TGAGAGCATGTCAAAACCCATCTCCCGTGATTGACGGAAGGAGAGCAAACTT TTGCATCTCTTGG 
TGCCCAGAAGACGCGTCCACCAACTCCTCAACATGGTTCAGGAAGGTTTAGACCGGCAACTGGCTTGGTA 
GCTTCACCTGCTTATCATGGATCCTCATCTGCATATTACCATCAACCAACTGGTCAATACACATTTCCTT 
ATTCAGCTTATGGGTAAGCTAGAAAGATCCTAGGAAAAAATCTCAAGACTATTAATACTTTGTTCTATT 
CATTGGTTTATTATTATTCCCTATCAATCTGTGTTTTTTTCACCCTTTAAAAATCTTTTTGGTCAACTTT 
CAGGTACACTGGATATTCCCAAGATGCTATGTATCCTATGAACTATTACAGGTTTATGGGGGTCAACAA 
TTCTCTCCTTATTATGCCACGTCTGGGGCAGCAGGACCACCTGGGATGTACC CAATTTTTACCCATTCT 
ATGCACAATACGCACAAAGTA 
 
265 
 
 
>0730-94-(6-7-06)_F04 
ATGTTAGTTTGTACAGCAGTTATGACAATGGTGGTGGCAATTATCTCTTGTAA TGCTGTGGTGTTTTT 
TAAAATATTAGCCATTGAAACTCTGACATATCTAGCCACTGTTGCACTATTTTA A TCTACAAGTGGTT 
GCATCATCACAAGTTAATAAAGGAATAAGTAAGTTTTATCTATTATAGACCGC AGATTCCTGCACTATA 
ATTCCAACCTCATTCTCATAAGTATTCAATACAAATTTTGCTTTACTATGTGGATTTTATAACTATCA 
AATTTAGATCTTATTGACCTATTTGGACATTATTGTGGTCTATTTGGGTTCTAAGTACGAGTGGTTGTGT 
TCATGGATTAAATTCAGTGTATTTATTGGAAAGTTTTGAGCTGTTTTCGAGTTATTCACTTGGTTCTTT 
GATTATCAGTGGGAAATGTAGAGACAAGCAGCAATTCAGGAGGTGGATGGGA ATCAGTGGGGGATTCT 
GCAATATGCTTGAACCAGATTCAGAATTTTCTGCCACTTTGACTTCTTTAGAGTCCAACGAGGGAGTTCT 
AAACTGAATCTAGTTTTGACCCTCTTTGAGGATACCAAGGAATGAGGCAAAC G AGAGGTGCCCCCT 
AATGAGGTCTCCAGCCTAGCGGCTTCCTACACAAGTGCATTTTCTTCAAGATGAAACTACAAACTTTAAG 
ATGTATGAAACCATTAAAGAGGAGCTGGCAAAACTTGAGCTTTGGCTGGACAAATC AAAGTGGGAAGCC 
AATAGTTATCAGTTCTCCAAATTGATACAATGATCTTCAGGTTAAATTGAAG G TGAGCTGGTAGATT 
GGTCTTGTCAGTCAAAAATCATTTTTGTTCAATGACGCATCC 
 
>0731-94-(6-7-06)_G04 
 
>0732-94-(6-14-06)_A05 
GAGCTCCCACTGGAAGTGGGAAAACCATATCTGCTGAGCTTGCTATGCTTCGCCTC TTAATACTCAGCC 
TGATATGAAGGTTATTTATATAGCACCATTGAAGGCTATTGTTCGGGAAAGAATG ATGATTGGAAAAAG 
CGTCTTGTCTCTCAGCTTGGAAAGGAGATGGTTGAAATGACTGGAGATTATCTCC GATATGATGGCCC 
TCTTGTCAGCTGATATCATAATATCTACTCCTGAGAAGTGGGATGGTATCACGT ATTGGCATAGTCG 
AAGCTATGTCACAAAGGTTGGTCTTATAATTTTGGATGAGATTCACTTGCTGGGAGCTGATCGTGGTCCT 
ATCCTTGAGGTTATTGTTTCAAGGATGAGATATATATCCTCACAAACAGAGCGCGCAGTACGGTTTGTAG 
GCCTTTCGACAGCTTTAGCAAATGCAGGTGATTTGGCTGATTGGTTGGGTGGAAATCGGTCTCTT 
CAATTTCAAGCCAAGTGTGAGGCCTGTACCTCTTGAAGTTCATATCCAGGGTTATCCTGGAAAGTTTTAC 
TGCCCGAGGATGAATAGCATGAATAAACCCACATATGCTGCAATATGCACCCATTCA CTACAAAACCAG 
TTCTTATATTTGTTTCATCTCGTCGCCAAACAAGGCTTACTGCTCTGGACCTCATT AGTTTGCAGCTTC 
AGATGAGCATCCAAGGCAGTTTCTTAATATGCCAGAAGAAGCATTTCAAATGGTTC ATCTCAGGTCACT 
GATCAGAACCTGAGGCACACATTACAATTTGGCATTGGGTTGCACCATGCTGGTTTGAATGACAAGGATA 
GATCTCTGGCTGAGGAACTTTTTGCAAACAACAAGATCCAGGTATTGGTTTGTACCAGCACATTGG 
 
>0733-94-(6-7-06)_A05 
TAATGTGGCTTTTTTAATCAAAACCATGGATACCCAGATGAGAAATTTTGGGCTAAAAATTTTTTCTTTG 
GTGACCATTTTTATGATTCTTATTCAAAATTCAAGTTCCACGGTGGCTGATT CAGCGGAGATGAGCTAT 
TGGAAACCATGGTGGAGGAAGATGAAAATGAATTAGCGTACTCTAGCAGAACT TGGGAGGGCTGATGA 
GCTGGGAGCCATGGAAGATGATCCATGGCTAATGGTGCAGAAGAATGGGAACCAATTTGTTGTTAATGAC 
CAACCTTTCTATGTAAATGGATTTAACACTTACTGGTTGATGGTATTTGCGGC GATCAATCCACAAGAG 
GAAAGGTCTCAGACCTGTTCAAGCAAGCATCTTTGGTGGGTCTAACAGTTTG A GACTTGGGCATTTAA 
TGATGGACAATGGCGAGCTCTTCAGAAATCTCCATCAGTTTACGACGAAGAAGTTTTCGAGGCCTTGGAT 
TTTGTGGTGAGTGAAGCAAAGAAATACAAGATCAGGCTCATATTGACACTAACTAACAACTGGGATGCAT 
ACGGTGGCAAAGCTCAATATGTAAAATGGGGAAAAGCTGCTGGCCTGAATTTAACATCGGACGATGACTT 
CTTTTCTGATCCAACACTCAGGGGCTACTACAAGGCGCATGTTAAGACAGTACTT A AGAGTCAATACA 
CTCACAAGTATAACTTACAAGGATGACCCCACAATTTTTGCTTGGGAACTGATGAATGAGCCTCGATGCA 
CCTCAGATCCCTCTGGTAACAAACTTCAGGAATGGATAGGAGAAATGGCAGTCTATGTGAAAAGCATTGA 
CCCAAAACACTTGGTGGA 
 
>0734-94-(6-7-06)_B05 
ATACAGATTGGGGAGACCATTGCTGACAAAATATCTGGGAGGCCTTTACCAGCCATT AGGTGGAAGAAC 
CAACTGTCAAGATGGCATTCTCTATAAATACTTCACCATTTGTTGGACGTGAGGGAAAGTATGTCACTAG 
TAGAAACTTGCGAGACCGGCTCTACCGTGAGCTTGAGCGTAATTTGGCTATGAAAGT GAAGATGGAGAA 
ACGGCAGATACATTCGTTGTCAGTGGTCGTGGTACTTTACATATCACCATATTGATAGAAAACATGCGAA 
GAGAAGGATATGAGTTTATGGTGGGACCCCCCAAAGTTATTAACAAGAAGGTG AT ACCGCTTGCTGGA 
ACCATATGAGATTGCTACTGTAGAAGTACCAGAAGAACACATGGGGTCTGTA TGAACTTCTCGGCAAA 
AGGCGCGGGCAGATGTTTGATATGCAAGGGGTTGGGTCGGAAGGAACAACATTTCTTAA TATAAAATTC 
CAACACGTGGCCTTCTTGGTTTGAGAAATGCAATTTTAACTGTTTCTCGTGG ACG CGATTCTCAACAC 
AATATTTGATAGCTATGGACCTTGGGCTGGTGATATTACTACCAGGGATCAG TCACTGGTTGCCTTT 
266 
 
 
GAGGATGGAACAACTAGTTCTTATGCCCTTTCTAGTTCACAGGAGAGAGGGCAGAT TTTATTGGTCCTG 
GGGTGGACGTTTATAAAGGTCAAATAATTGGCATTCATCAGCGGCCTGGGGAT T TCCCTTAATGTGTG 
CAAGAGAAAGGCTGCAACTAATATCCGTTCAAACAAAGAGCAAACAGTGGTTCT A ACCCCATTGGCT 
TATAGCTTG 
 
>0735-94-(6-7-06)_C05 
GCCAGAATGTAAATAGAACGGTTGATTTATGTACGGGGAGGATTATTCAAAT TGGGTGTGAGGCAAAA 
TACATAATTAGAGGAACAATGGAGGCTAACATATGTGATGTTAATCACTTGG T C GATGTCCTTTTGC 
CTCCACGAAAGCGTCTTCTTGCTGGATTGAAAAAGCAAAGCTCGGAAGTCGATG GCTTTGCATCTCTC 
TCTAGTTGCTTCTTCTTCTACTTTCACGTCTGCATCTGCATCTGCATCTGTTT T GTTCTGCGTCTGCT 
CCATCTTTTGCATCGTCAAGCGATTATGTAACTCGTCTTAACAATCTAGTGAGTTCTCATCCAAATAATC 
CTAATGTTACACCAGAGGAGATAATTGAGGCCTCAAGATCAACAGCTATGGCTGCAGCTAAGGCTGCAGA 
GACTGCAAGAGCTGCAGCCGAAGAGAAGGCTGCAATAGCGGCAAAAGCAATGGCTGCTGCCAAGAGTGCT 
TTAGATCTGGTTGCCTCATTTTCTGAAGAGGCAGCCAGTAAGGAAAGATACCT AAAAAAAATAAGCAGA 
AGAAGCATGTCCCAGTTCAGCTCTTGTACAAAAAATACCAACCAATTGAGAA AACAAGACCGACGAAGA 
GTTGGCCCGTACATTGCATCGAGCTATTAACAGCTCTCCAAGAATCTCAAAGAATTCTCCAAGTTCTGAC 
TGGAAGGGTCATAAACACAGGAAGCCTAAAATCTCAGCAAGTCCTGAGAAAA TAGGGAATCCAATGGGG 
CAATCTTATCAGAAAGAATCCCAAATCCTCCATCCATGTGTAA 
 
>0736-94-(6-7-06)_D05 
ATCAGTCAGGATAAGAAGGATTATACATGTCTAAAAAGGAAATTCTTCAGGC GC AGTTTCATGCTGA 
GAGTGGGCTTAAAGAGTGGGTCACTGCGATTGTGAAGCTTGAGGTGAATGAG TG TGGTGCTGACGTG 
CACTTTGAGGCCTTTCAGATGAGTGACAATTGTGTGAAATTGTTTAAGGATGG TTGTTCGAGACCGAGA 
TTGCTGAAGACGATGATCCTAAACTTTCGAAAATGAAGAAGGATGTGGTTGTTGGG TTAAGGATACTAG 
GGAGGTTGACAATGATTTTTTCTTGGTCGTGGTTAAGATTTTCGATCACCAGGGT CATTGTCATCAACG 
TTTCCCATTGAGAATCGGATTACCCATGTGACGCTTAAGGCGCTGAAAAATCATCTGGACAGGACGAAGA 
GTCTTCCTTTTGTGAAGCGAATATCCGATTTTCATTTGCTGCTTTTACTGGC A ATTTCTAGATCTCAA 
CGCTGATGTTCCTGCCCTGGCAGAGTGTGTTCAGAGACAGACAGCAGTACCAGAGGGTTACCAGCTCCTA 
ATCGAGTCCTTGGCCAGCTCTTGAAGTTGCTTATTTGCCCTTTTAAGAACTGTT TATCTTTATCATTTA 
GGATGTATACGACAATGCATTTATGCTTGATTTGATTAGGTTCCCTTGTGCAATGCATTGACCCAAAAGT 
GGTTTTGGTGCCGCTAATCTAAGTAAGTTATATAAAGGATCCATGCAGTGGTTAAGTGTGTATCAA 
AATGACAGTAATATATTTGCGTTGGATCATCTAAGT 
 
>0737-94-(6-7-06)_E05 
AGCTATTTAACACCAACTCACCAAGAAAGAAAAACAAAAATGAAAAAGTGGAA AAGAACATTGGTA 
GGCATTTAGAGAAAGAAGGATGGAGATTACAAGGTGTTTATTGACGGGGTTT A CAAGCAAGGCATAC 
TTGTTCCTGGCTTTGAATGAACTATTCCTTGCTGTGTTCATGATTTTAATAG CAGTTACCTCAAGTG 
GAGTCAGTGCCCTTGTCATTGTGGTCTACGAGCATGTCATTGCCACCATTCT TTGG AGTTCTCGCTTT 
CTTCCTCGAAAGGAACGAAAGGCCTCCTCTCTCCTTCAAGATACTATGCTATGCATTCCTGTTGGGGTTG 
TTACAGATTACACTTTGTCAGCTGCTAATGACAATAGCCCTGCAATTTGTACATCGAGTTATGAAAGCA 
TTGGAATTAACTTGGTCCCCTCTGTAGTATTTGTAATGGCCCTCTTTTTCCGTCAAGAAAAACTCAAGTT 
TTGGAGCATCAATGGGCAGGGCAAGATATGGGGTCTAGTCCTATCGGCTGCGGCATTGGTTTTAGTG 
TTGTGGGAGGGCCAGTTTTGCTAACCTCTAGGTTGTCTAACATTCAAGCAACTAGTGATGGTGTGATTGG 
CCTCATAATGATCGTTGTTGGAGTACTTGCAACATGCTTTTGGAATATTATGGTGAAGCATGTCACTCAA 
TTTTACCCAGCAGAACTATCCTTAAGCGCAATGATGAGCTTCTTTGGCACCAT CAAACTGCTATAGTAA 
CTGTATTTGTGATATCGTGGTCATCTTGGGAACTAAAGTGGGAAGGAGGGCTTGTCTTGGTTACCATATT 
ACTTGGAGGAATTGTGGTGACAGG 
 
>0738-94-(6-7-06)_F05 
GTCCATCAATAGGTTCCTGTTTGGTTACAAAGAAAATGAGGGAAAACTCAAAACTTTGATCATTTCCATT 
TTTCTTTTCTTGGGTCTATTTTATTTTCCTCTTATTTCTCGGCTACCAAACCGTTTTGTTGGGTCCTTAA 
ACAAGAACCCCACTTGTAGAATTTGTGTGGAAAGCATCTTTTTGATCATGGAAGCTCCTGAAAAATCCGA 
AGAAACTGTCTCAAATTATACTCCAAGGATGGCCGGAACTGTCAACTGGGGCACAGCAACTGTCGTTGGA 
GTGTTTGCAGGCTTGTTATATGGAGGCAGTAGGGAGGCATCTGCTTCTGTTAG AAGGATGCAGAGGTAA 
TGTTGAAGCTAGGGAGCACAGCAGATAAACGTGAGCAGCATCGACTAATGAGAG CAATGGAAAAAAG 
ATTTGTACGAGTCGCTCGTGGCTCCTTAATTGGTGGAGTACGCCTTGGAATGTTC C GCCGCATTTTAC 
AGTTTACAGAATCTGCTTGCAGAGAAACGAGGTGTGCATGATGTTCTCAATGTTGTTGCTGCTGGTTCAG 
267 
 
 
CCACTGCTTCGACATTTGGTCTAATTATGCCAGGATCACTCCAATGGCGTGCAAGGAATGTTGCGCTGGG 
TTCAGTTTTGGGAGCGGCAATATGTTTCCCTCTTGGTTGGCTTCAGCTGAATTATAGAGAAAGCAAAT 
GAAGGAAATGTGGCGGCTAATCCTGGTTCAGAAACAAGGAGTGGTGTTGGTGCAGCAATAGAGAGGCTTG 
AGGGAAATTTGAATAAATAAAACAAAATAATTTGGAGGGCCCAATCTAGAAT TTTCATGG 
 
>0739-94-(6-7-06)_G05 
TTTGATTTGATGAAGTTCTTCTTATTGGAATAAGAAATAAGATGAGTGCCTATATTACATTGGAATTGGA 
GCATATTCTCAAGGAGATACTTCAAGTGGTCAAACCTCAGCAAGACGATAGGTCAACACGGTTGCAAGTC 
ATTAATGAATTACAAGGAGTAGTTGAATCTGTGGAAAGCTTGAGAGGTGCAACAGTGGAGCCATTTGGTT 
CATTTGTGTCCAATCTGTTCACAAGATGGGGTGATCTGGATATTTCAATCGACT ACCCAATGGTGCATA 
TATTTCATCTGCTGGAAAAAAGCGCAAACAAAATTTACTTGTTGATTTCCAAAAAGCTTTGAGAAAGATG 
GGTGGATGGCGCAGGATAAAATATATCCCCAATGCAAGAGTTCCAATCCTAGTT GAGAGTAGCCGCC 
AGAGCATCTCTTGTGATATATCGATTGATAACCTGCAGGGCCAAATGAAATCCAAACTTTTATTTTGGAT 
TAGTGAGATAGATGAGCGTTTTCATGACATGGTTTTACTGGTAAAAGAATGG C AAAGCACATGATATA 
AATAATCCAAAAAGTGGAACGTTCAACTCATACTCTCTTAGTCTGCTTGTGA CT CCATTTCCAGACAT 
GTGAGCCTGCAATTTTACCACCTCTTAGAGATATATACACAGGAAATGTTGC A ATCTTCAAGGTGT 
GAGAGCTAATGTAGAGAGACATATTGCAGAAACATGTGCTACTAACATACGCAGGTTCAGGCAAAACCGA 
ACCAGAAAAGTTAATCCCAGTTCTTTGTCTGA 
 
>0740-94-(6-7-06)_H05 
TTAACCATTGCCACCTCTTAAAATTCCAAACATGGTGGCAAAAGTTCTTGCATA CTGATCCTCTTAGCT 
GCAATCTCTAGCACTGTCACATCCGATCCTGACACCCTTCAGGATCTCTGCGTCGCTGCTCCTTCTTCAG 
GGGTAAAGGTGAACGGGTTTGCATGCAAGGAAGAGGCAAATGTTACAGCAGCTGATTTCTTCTTTGACGG 
CCTAGCTAAGCCAGGGGTTGTTAACAGCTCAGTTGGATCACTTGTTACAGCGGCCAATGTGGACAAGATT 
CCAGGCCTTAACACACTAGGTGTTTCACTGTCCCGTATTGACTATGCACCTGTGGCCTTAACCCACCTC 
ACACTCACCCTCGCGCCACTGAGGTTGTGTTTGTGTTAGAGGGAGAATTGGATG GTTCATCACTAC 
AGCAAACAAGCTCATCACCAAGACCATCAAGAAAGGTGACATCTATGTGTTCCCAAAAGCTCTTGTTCAT 
TATCAGAAAAACAATGGTGACAAGGCGGCTTCTGTGATCTCTGCCTTCAATAGCCAATTGCCTGGCACTC 
AATCCATTGCTGCTACACTTTTTACGGCAACACCCGCCGTGCCAGACGACGTTTTAACTAAGGCCTTTCA 
GGTTGGTACCAAGGAGATTGACAAAATCAAATCAAAGCTTGCTCCCAAGAAGAGTT GAGCTCACCTAAT 
TTGCTCCCGGAAATTGTTTGCTCTACTTTTTTTTTCCTCAAAAATAATCTGTATATGAGTCTTAAAATGG 
TACTCTGTAATAAACTAATAATTTGAGAAAAGCTGTTTATTTGTA 
 
>0743-94-(6-7-06)_C06 
TTGGTGGGGGGTCTCTTGGACGAGTTTATCGAGCTCAATTCAATGATGGGAAGGTTCTTGCTGTGAAAAA 
AATCGATTCATCTGCCCTTCCCAGTGAATTGTCAGAAGAATTCACAGAGATG TTTCAAACATCTCCCAG 
TTGCATCATGCAAATGTCACAGAGCTAGTTGGTTATTGTTCGGAGCATGGACAGCACCTGCTAGTCTACG 
AGTTCCATAAAAATGGCTCACTGCATGAATTCTTGCATCTGTCTGATGATTCAG AAGCCGTTGACTTG 
GAACTCCCGTGTCAAGATTGCTTTGGGAACTGCACGTGCACTAGAGTATCTGCATGAGGTTTGCTCTCCA 
TCCGTAGTTCACAAAAATATCAAGTCAGCCAACATATTACTGGATGCAGAACTCA TCCTCACCTTTCAG 
ACTGTGGCCTGGCAAGCCTTGTCCCAAATGCAGATCAGGCATTGAACCATGTG G ATCTGGATATAG 
TGCACCTGAGGTTGCCATGTCTGGTCAGTATACTCTAAAGAGTGATGTATACAGTTTTGGAGTGGTAATG 
TTGGAGCTTCTTAGTGGGCGTCAACCATTTGATAGTTCAAGGCCAAGATCTGAGCAATCCTTGGTTCAAT 
GGGCAACACCTCAGCTCCATGATATTGACGCTCTTGGCAAGATGGTTGATCCAGC CTCGAAGGGCTCTA 
CCCAGTTAAATCACTCTCCCGGTTTGCTGATGTCATTGCTCTTTGCGTCCAGCCGG GCCTGAGTTTCGA 
CCACCTATGTCAGAAGTTGTTCAAGCGCTGGTTCGGTTAGTGCAGCGAGCTAAC TGAGTAAGAGAACAA 
TTGGAAATGATCAAGGAGCATCCCAGAGAGCTGACAAGCCAGACACTAATGAGTG ATCCATGCTTCAAA 
 
>0744-94-(6-7-06)_D06 
GTGCAAGGTTTTGAAACGTTTGTGTCAAGTTTGAAAAACAAGTCATTTCGCCCAAATAAAGAAGGAAGCG 
GAGTTGATCTGGTCTTAAGCTGCGTTGATAATTATGAAGCAAGGATGGCTGTTAATCAGGCTTGCAATGA 
AATGAATCAGACATGGATGGAGTCAGGTGTATCCGAGGATGCTGTTTCAGGCAT TTCAGTTGTTGATA 
CCTGGTGAAACAGCCTGTTTTGCATGTGCACCTCCTTTGGTTGTGGCATCTGGAATAGATGAACGGACAC 
TGAAGCGTGAAGGTGTTTGTGCTGCATCTTTACCTACCACCATGGGAGTTGTTGCCGGGCTTCTTGTCCA 
GAACACACTTAAATTCTTGCTAAATTTTGGACAGGTTTCTCCATACTTGGGATATAATTCTCTTAAAGAC 
TATTTCCCAACCATGGAAATGAAGCCAAACCCTCAGTGTTCAAATGTAGCTTGTCTAAAACGACAGCAAG 
AGTACATTGTTGCAAAGCCAGCTAGGGATGCTGCACTTAAAGCGAAGATGGC AAGCTTTGTTGGT 
268 
 
 
TCCAGAATTCCCACTTCATGCTGACAATGAATGGAGCATAAGTGTCGTTGATGATAGTGGGCTAGATAGC 
ATGGATGCAACCAGTTCTGATACTCTCCCGGAAGGTCTTGTCCGAGAGCTCCC AA GCAGACAAGTCTC 
AAGAACTGCCGACTTCTGAAGCTCCACTTACGTCTAATGATGACTTAGAAGATCTTA GAGGCAACTTGA 
AGCTCTCAATTCTTGATACCCCCAACAGTTCCCCACCCACCATGCTAATTTCTTTACCAAGTTAAAGA 
 
>0745-94-(6-7-06)_E06 
GGAAGCCCATCTGGGGCTGAGGAAGAAGGTGTGGAAGGTGGTGATGGTGTTGGTAGTGGTTTGGATGAAG 
GCATGGCTGCACCAAGTGCAGCCCTTGGTGTGTCTCCTCCTGACTTGATGGG C GTCACCTCCTCATAG 
CCCTAGGGCCACCCAGTCACCTTTGATGTTCACTCCTCAAGTCCCAGTGGTTCCACTACAAAGACCAGAT 
GAGATGTATGCTTCGAGCCAATCATGGACACCAACTGCTTCAGGGTATGAAACATGTGCACTGAGCAAG 
GAATTCCTACAATGATTACATGGAGCTATGATGGAAATGAAGTAGCTGTGGAG GATCGTGGGATGATTG 
GAGGACAAGACTGCCCCTACAGAGATCAGGAAAAGACTTCACCATCATGAAAGT CTACCATCTGGTGTT 
TACCAGTACAGGTTTATTGTTGATGGACATTGGAGGTATGCTCCTGAGTTGCCCTGCATCCAAGACGAGG 
CAGGCAATGCTTACCATGTTTTGGACTTGCAGGACTATGTTCCCGAAGACATTGA AGCATTTCCAGTTT 
TGAACCTCCTCAGTCCCCAGAGTCAACTTATAACAATATGCCACTTGGATCA A GATTTTGCGAAGGAA 
CCACCATTGGTTCCACCACACTTACAAATGACTTTACTTAATGTGCCTTCAT CCACATGGAAATTCCAC 
CTCCTTTATCAAGACCTCAACATGTTGTGCTTAATCATCTTTACATGCAAAAAGGGAAGAGTGGCCCTTC 
AGTTGTAGCACTTGGTACAACTCATAGGTTTATAGCCAAGTATGTGACAGTGTGC CTACAAGTCCTTG 
CAGAGGTAAACATACACATCCATGTCAACATTGTAATCTTAACACTTTTATGTAGTAATATATGTTGAGA 
GGTAATG 
 
>0746-94-(6-7-06)_F06 
CAGCAGTAGTCCCAGGCCAAAACGACTCAGGATCTCTGTTCAAACCAACTTT TGGACCAAAATGACCCA 
CAACGCCAACAACAACAAGAACAAGAAGAAGGAGACGATGAAAGTTACGAAGA GA GATGAAGAAGAAG 
AAGGAGAAGAAGAAGAAGTCTCTTATGACGATGAAGAAGACGACACTGAAGAGA GAAATCGAAGAAGT 
AGAAGAAGATGAAGAAGAAGAAGCACAACGAGGAAACCAAGGTTCTGATGTCACTGTGGGACCCAGATCC 
ACCATTGGTAATGATAGCCACGTTATTCATGTGGGTGACGGTTCCATTTCCGTGA TCTCACTGATCCCG 
AAGTCCTCGATTGCTCTATTTGCCTGGAGCACTTGTCCCCTCCTGTCTTTCAGTG GAGAATGGGCATAT 
AGCTTGCTCTTCCTGCTGCAACAAACTTAAGAATAAATGTCCCTCCTGCTTT GCCTATTGGCTATAAC 
CGTTGCCGAGCCATTGAGAAGGTTCTAGAAGCAGTCAAAATTCCGTGTCAGAAT TAAGTATGGTTGCA 
AAGAAGTGGTTTCTTACAGTAGGAAAAGTGACCATGAGAAGACATGTATATATGCACCTTGTTCATGCCC 
CCTTTCACATTGCAAATTCATTGCTTCATCCAAGCAGATATATGTTCATTTCAGCAGCAAACATACAAAT 
TCTGCAATTGGCTTCAAATATGATTCCAACTTCTCTGTTTCCTTAACTCTTACTGACAAATTTCTTGTCC 
TCCAAGAACAGAGCAACGGTGTTTTGTTTGTTCTTAATAATTGTGTTGACCA CGTGGGAATGTGGTGAC 
AATTAATTGTGT 
 
>0747-94-(6-7-06)_G06 
AGGAGCGGCCTGTCCTTTTTAAGTATTGTGCAGAAGAGGTGGCAAATATGAGGCATA TGCATTGTTTAG 
AAGATTTATAAGTGCTCTTACGCGTGGAGGACCTGGTGGATTGCCTCGGCCTATA AAGTGCATGCTCAT 
GATCCCTTACGATATGTGGGGGACATGCTAGGTTGGCTACATCAGGCCTTACATC GAACGAGAACTTG 
TTCTTGCGTTACTAGATCCCGATGCTGTGGTAGATACTGGACCAACTGCAAAGAGATTTTCTACAAGCCT 
GGAGAGCGATTCTGGGAAGACAGAGTCTGACATGACATTTGTTCTGGATAGAATTTTT AAGGAGTTTGC 
CGGCCATTTAAAGTGAGAGTTGAACAAGTTTTACAGTCTCAACCTAGTCTTTAATTTCCTATAAACTCA 
GTAATACCCTGGAGTTCTACAGCTACACTATTTCAGATTTACTTGGGAGAGAA C CTCTCTGTAATAC 
TCTTTGGGCACTGAAGGATGCTGCTCAGAAAACTTCATTTGATATTCTGAAAACTCGAGGAGAAAAGCTT 
TTACGGTATCCCCCCCTAGTTGCTGTTGATCTTTCCCCTCCACCAGCAGTAAGAGA GGGGTCTCTGTGC 
TTCTTGAAATAATTGAGACCCATAACAGTGTGATGGTTCCAGCTTCAGGGAAGAA CCTGATTTTGGTCC 
AGTTATATCTGCTTTACTTGATCCTATTATTCAGATGTGTGAGCAAGCAGCAGAGGCCCACAAATCCAAA 
GGTGCTGGTTTCTCATCAAGAAGAAGTAGAATGAATTCTGACCCAGGACAAATA GT AATCATCAGTTG 
ATGCTCTCCTATCAAGCAGCAGCTCTGTTCCATCCT 
 
>0748-94-(6-7-06)_H06 
GTTTTAGGCTTACCGAGTGGTGAACTTGTTGCTGTGAAGAAGCTTGTTAATTA GGAAGCCAGTCATCTA 
AAAGTTTGAAGGCTGAGATTAAGACATTAGCAAAGATCAGGCATAAGAATGTTATTAAAATTCTTGGGTT 
CTGCCATTCTGATGACTCAATCTTCCTAATTTATGAGTTCTTACAGAAGGGG CTTAGGGGATTTGCTT 
CACAGGCTGGGTTTTCAGTTGCTGTGGGGTGTCAGATTGAGAATTGCAATTG GGTTGCTCAAGGATTAG 
CATACCTTCACAAGGATTATGTCCCGCACTTACTGCACAGAAATGTAAAGTC TAACATTCTTCTGGA 
269 
 
 
TGCAGATTTTGAACCAAAACTTACAGATTTTGCACTTGACCGAATTGTGGGA A CTGCATTTCAGTCA 
ACCATAGCTTCAGAATCTGCATTATCATGTTACATTGCTCCAGAATGTGGGA ATTAAGAAGGCGACTG 
AACAAATGGAAGTCTACAGCTTTGGTGTTGTATTGTTGGAGCTAGTGACTGGCCGACCAGCTGAGCAAGC 
TGAATCAGCAGAATCCCTTGATATTGTGAAATGGGTGCGAAGGAAAGTTAAC T ACGAATGGGGCATAC 
CAAGTTCTTGACCCCAATATATCAGATTCTTCCCAACAAGATATGCTAGGGGCTCT GATATTGCTCTCC 
GATGCACTTCTGTGATGCCAGAGAAACGGCCATCCATGTTTGAAGTTGTGAAGCACTTCAGTCCCTCGA 
CTCAAGGTCTCCCCTTCCAAGTACAGAGTTCTCTACTTCTGAAGGGCACTCAGTTT AGTCTGAACATTG 
AATCA 
 
>0749-94-(6-7-06)_A07 
AGGGAGAGAAGGAATTGTGTAGAGAAAAGTGAGTAGTGAGAGGTGAGCAACAAT GGGGATTATCACTTT 
GTGTACAAGGATTTAGAAGGTGCGTCGACGCAGTGGGACGATATTCAGCGAAAGCTTGGGAATTTACCTC 
CAAAACCACCAGCTTTCAAGCCCCCATCATTCACTCCTGCCCCAGATGAATCCTCTGCTCCAAAAGACAA 
GTCTTGGATCGATAACAAAACCGAGGATGAGCTCGAGGATCTCCAGGACGACCC GATCTCGACGACGAT 
CGATTCCTCGAAGACTACAGGAAAAAGAGGTTGGCTGAGATGAGGGAAGCACTAAGGTTGCAAAGTTTG 
GATCGGTGATTCCAATTACAGGATCAGATTTTGTGCGAGAGGTTTCACAAGCTCCATCTGATGTTTGGGT 
TGTTGTGATCCTCTACAAAGAAGGAATCCCAGAATGTACACTGCTAATGCGATGTTT GAAGAGTTGGCA 
ACGAAATACCCAGCAACAAAATTTGTTAAGATAATATCTACAGACTGCATTCCT ACTACCCTGATCGTA 
ATCTTCCAACGTTGATAGTGTACAACAATGGTGCAGTGAAAGCAAATCATGTGGGCATTCATAGTTTTGG 
CAGGAGATGCACTCCTGAAGGTGTTGCATTAGTTCTTTGCAATTCAGATCCTGTACTTAATGATGGCCTA 
AGTGGGAGTGATCCGTCAAGTAAAGCTGTGATTGATGGAGTTCGCAGGAGTTTCTT AGAAAGTTGTGA 
AAGCGCATGAAGATGATGATGATGGATTTTCAAGTGATTAAATTATTAGACTCTTTCAGGCTTAGCAG 
AAAAAGTTGTATTCAATGAAGATGAA 
 
>0750-94-(6-7-06)_B07 
TGGTGCAGCGTCTTCAGGGCATGGAGCAGCGGCAACAACAAATGATGTCATTCCTAGCAAAGGCTGTGCA 
GAGCCCTAGCTTCTTGGCTCAATTTGTGCAGCAGCAAAATGAGAGCAACAGGCATTACTGAAGCCAAC 
AAAAAACGAAGGCTCAAGCAAGAAGGTATTTCTGAGAGCGAACATTCTACTACT CT CTGATGGACAGA 
TTATTAAGTATCAGCCTCCAATGAATGAGGCGACTACAAGGCTTAGGCAGATCATGA AATGGATGCTAA 
TTCCAGGCTTGAACCTTTTAAAAACAATGATAGTTTTCTGATTGCTGATGGTTCATCTTCATCTGATGCA 
ATGGACACTGGTAGCTCTCCAAGCCGTATATCTGGAGTGAGACTGCAAGAGT GC CCAACAACAGGGC 
AGTCATCTTATATGCCTTCATCTTCAAGGGTAGCTCCAAGGGTATCAGGGAAT ACCCTCAGCTGCAAC 
TTCCGAAATTCAATCTTCACCTCGTGCTGTAACTTCTGATAAAGTTACAACACCATTCCCAGATATGAGT 
GTGCTGGTTGGAGCACAAGATGCACCTTCCATTTCAATTCCTGAGGCAGATGTA TCATGCCTGAGCTCT 
CTCAAATACCTGAAATGATGCCTGGGAGTATTGTTGATATTCCTGAACAAACTT C TTGGACTTGAGAC 
GGGCAAGAGTGGATTTCTAGATCCCACTTCTTTGGAAGTGAATGGGCCAATTC TAGACATTGATAAT 
ATTTCCCCAGATCCTGATATTGATGCCTTGCTAGACAATTCTGACTTTTGGGATAACTTCCTTGTGCAAA 
GTCCAGTGCCTGA 
 
>0752-94-(6-7-06)_D07 
GCGAGACAGATATTGGAGAAGATACCGGGAAACAACGACACACACGTGTCCTAC C AGGACCGTTACA 
TCTTCCACGTCAAGCGCACCGATGCCCTCACCGTCCTCTGTATGGCTGACGAAACCGCCGGAAGAAGAAT 
TCCGTTTGCGTTTCTTGAAGACATTCACCAGAGATTTGCTAGGAATTATGGCCGCGCGGTTATTTCAGCC 
CACGCTTATGCAATGAATGACGAGTTTTCGAGGGTTTTGAGTCAGCAAATGGAATACTACTCGAGCGATC 
CCAATGCTGATAGGATAAATCGGTTAAAAGGTGAAATGAGTCAGGTGCGGAAC TTATGATAGAGAATAT 
TGACAAAGTTTTAGAAAGAGGTGATCGCCTTGAATTGTTGGTTGACAAAACGGCT ACATGCAAGGAAAT 
ACCTTCCGCTTCAGAAAGCAAGCTCGCCGTTTCAGAAGCACAGTGTGGTGGAGAAAC TCAAGCTCACCG 
CTGGACTTGTACTCTTGCTGCTAGTGATTGTTTATGTTGTGCTGGCTTTTGTTTGCCATGGTCTTACACT 
ACCCACCTGCCTGAAGTGAAGAGTGATATCAACCCAGATTTGCATTTGATTCCTGTTTTCAACGTTTTT 
TTCCCCTTCTTGATGTGGGTATATGAGGTTCTTTTATTTGAGCTTCTAATGTTGTAAGTTTTCTCCGATT 
CTTATTTATGCAGTTTGAAATACTCAATGTCACTACGTGTGCCGTTTGAGTATT C CATCGACCGTAGT 
ACTGATAGTAGATTTGAAGTGGTTCAGGTTCTTTGTCGTCTCAAGCCATGGTTGATTTTC 
 
>0753-94-(6-7-06)_E07 
GGAATTCTACACCTATCAAGGAAAATTTAGTTGAAAATAAGTCGCCGAAGAAA CAGGTCCACAAAGCCC 
TGGGATTGCGGTTGCGGCTGCTGATTCTCCTGCTAATGAGGTTGTTGATACC CGATTGAGCAGCTTTAT 
GAAAATGTTTGTGACTTGCAAAGTTCAGATCAGTCTCCCTCTAGGCGTAGCTTTGGATCTGATGGTGAAG 
270 
 
 
AGTCTAGGATTGATTCAGAGTTGCGCCATCTTGTAGGAGGGGAGATGAAGGG TG AGATAATGGAAGA 
AGAAGTGGTTGATAAGCCTGTATATGATTCTCGTAGTGACTCAAGCTCTAAGAAGGGAAGTTCATCCACT 
AATAAGAAGTCGGTGAAGGTGGACAAGACTCAATCTCTAAGTTCTAAATCTGTTTCTCCAAGAAAATCAA 
AGAAACCTTCTCACTCGCAGTTGGACTCTGAAGCATCATCAAAATCAAGTCTAAGGGCAAAAGTCCTCC 
TGAGAAGCCTTCTATGGGTAGGCGGAATGATAAGAGTTTGAAAAAACAAAACT TGGTGCCTCTCTTGTG 
AAGAAGCATAAAAATTCTCCTTTGGGAGGGTCTAAGTTACAGGATGGATCTCAGGATCCTGCTGAATCAG 
AGTTAGCCAATCCAGATCTAGGACCCTTTTTACTTAAGCAAGCAAGGGATTTGATT CTTCTGGGGATAA 
TTCTCAGAAAGCACTTGAATTAGCTCTCCGAGCAGCAAAATCATTTGAAATATGTGCAAATGAGAAGCCC 
AGTTTAGAACTGGTCATGTGTTTGCATGTTATAGCAGCGATATACTGCAGCTAC CAGTACAGTGAGG 
CAATTCCAATTCTTAATCGTTCGATTGAGATTCCATCTAT 
 
>0755-94-(6-7-06)_G07 
TCTAAGCTCTCTCTTTCTTTTCAATGGAGGCCAAGCTGTTAGGAGTTGCCTC C TGCCATTACAGCTCC 
TTCTCATACTTCCAGATTTTCGAGACCCATTTCCCCTTTTGTCCAACAGACCAGG AGAATCTCTCTTTC 
AGCTTCCGAGGTTCAAGCTTGCCCAAAAGAGGCATTCAATCTTTCCAAGCTGCTGCAACTTCCACTGGTT 
CATTGGCAATAAAGAAAAGGGTGGATGTGAGTGATAACTTGACACTAGAGGGTAT A AAATTCCTTAAT 
TCGACAAGAGGATAGCATTATATTTAGCCTTTTGGAGAGAGCTCAATATTGTTATAATGCAGATACATAT 
GACCCTAATGCTTTCTCCATGGATGGGTTCCATGGCTCTTTGGTCGAATACATGCTCAAAGAAACTGAAA 
AGCTTCATGCTCGGGTGGGTAGATACAAGAGCCCTGATGAGCATCCTTTTTTCCC GATGACCTCCCAGA 
CCCATTGTTGCCACCTTTGCAATACCCACAGGTTCTACGTCCTTTTGCTGACT AATTAATATAAATAAG 
AAAGTCTGGGACATGTATTTTAGAGATCTTGTCTCAAGATTAGTCGAGGAAG TGATGGAAATTGTG 
GATCAACTGCTGTTTGTGACACAATGTGCTTGCAGGCTCTGTCAAAGAGAATCCATT CGGTAAATATGT 
AGCGGAGGCAAAATTTCAAGCCTCTCCAGATGCATATGAAGCTGCCATTAGGGCACAGGACAGTCAAACA 
CTGATGGATATGCTGACATACCCAGAAGTTGAAGAGGCAATTAGAAAGAGAGT A TG 
 
>0756-94-(6-7-06)_H07 
TCGTTGAAGGTGGCTTGTTATCTGATTGGCAAAATCAAAATAAAAAACAAACC CTTCTCGAGGGAGGAA 
TTCCAATCCGAATAACAAATCTGGGTCTGTGTCTGTGTCCAAATCTGGAAGCTTTGGTAAAAGCAAAACT 
TCTGGTTCTAAAATTGAACCTCGGAAAATGGGTGGGAATGCTATTGGATACCGATACCCTGCGCTCGACA 
TTGAGAAGGGCAGTAATGGAGATGACAGTATAGATGAGTCGTGCCCCATTGTTTT GTGGATTCAAAGGA 
GAAGCAAATTGTCGCTTATGTAGACCAAATGCCATCTTCGGAGCCTCGTGATGT GAATTTACTTATGAC 
TACCATTCAGATTTTGTATTAGGTGATGGCTCTCATCAAGGCTTGGGATTCCA GCTGAAACTGAAGGAA 
CCTCATCCTATGAGAAGGAAATTAATGCCGATGAGAACATTAATGATGAGGTAAGTCAGATGTCTGAAGA 
AATTTTGGCTGAGGTATCTCCTCCAGGAAAAAATTCGGGGTTCTTGTCTATTGGAGGCATGAAATTATAC 
ACCCAAGATATATCTGATGAGGAAAGTGATGAAGAAGACAATAGAGAGTCTCT ATGAGGAAAGCAATG 
ACACTTCTGAGCCTGGAGGAGCAGTTGGATCGTCTGAAAGTGATAGCTCTGAGA CATCTGATAGTGG 
TTTAGATATTGATGATGAAGTTGCGGAAGATTACTTAGAAGGAATTGGTGGAA ACAATGTTTTAAAT 
TCCAAATGGTTGATGGAACAAGTTTTGGATGA 
 
>0759-94-(6-7-06)_C08 
AATCTGATAAACCAATGGTTTTTTTACAGAGCAGAGGCAATCTATTAATCTTC TCTCCTTACCACATG 
CGTGATTGATAAAGCACAATGCATCAGAATTCCGGATCGGATTTCGGAACCCGCGAGGGACCCACCTAGC 
CAGCAGCCCTTGAAAACAGCGGTTTTCGCTCTCGGAAGCTTTTGGAGGTCCATC GTGTTCGGGTGCT 
TGAATGGGGTCGTACGGACCACAGTTGGTTATGCCGGCGGATCCAAATCCAACCCGG GTACCGAAGCTT 
GGCCGATCACGCCGAGTCCGTCCAGGTTGAATATGATCCCAGGCTGATTGGT TCAAACAACTTTTGGAG 
GTTTTCTGGTCCAGTCATGATTCTAGGCAAGTATTTGGGCAAGGTCCTGATGTG G AGCCAATACAGGT 
CTATTATATTTACTAATGGAACTGAAGAGTCTAGAATGGCTGCTATCAGCAAAGAA GAGAGCAAACTAA 
GTCAAGGAGCAGCATTGTGACTACTCAGATTCAACAGCTGGGAACGTTTTATCTCGC GAGCCTGAACAT 
CAGAAATTTGAGCTCAAGCGAAATCCCTTCTTTCTTCAACTAATTGGAAACCTGCCAGAAGAGGAGCTTG 
AGAGGTCAAGTCTAGCCACAAAGCTAAATGGCTATGCTGCAGAACTTTGCCCCAAGGGTTCAGAAGCA 
GATTGATGCAAAAATAAATGACATTATGAGAAAAGCTGACAAGCTCCTGTGATC CACAACAATCAATTT 
GAGCA 
 
>0760-94-(6-7-06)_D08 
ATTTTTTTTATAATATATATATGTGTGTGTTATTGATCTCCAATTCATTATC TGTTGTTATTGCAATTT 
TTGATTGTGGGTTTGAGAGCTTCGAAAAGAGAAAAAAGATAGTAAATTTACAATC ATCTGATAGATTAT 
GATCTGGGTCATTGATGATTTGAGAGTTGGAAAGCTGTGATCGATTCTGTGAATGAAGAAGGATGGGATT 
271 
 
 
GGAATCGGTTGGGGTTTTGAACGTTGAATTGAAAAAAAAGCTCGAGCCCCATTGAGCAATCGGGTTTAC 
GGGTCGGTCCGATCGGTGATCGGGTAATTGAATTGGGATTTTTATTTTGTTGTGCTTTCATTGTTGTGTT 
GTGTGTGAAAAAAAAAGGGGTGTGATTGAATCGATGTGGAAGGTATTGGGTGAGGTAAATTTGAAGGTGG 
GAGTTTGATTTTAGGGCTTCTGAATTTGGGTCATGGATGAGGTGAGCCCTAGCAATGAGGGTAAGGATTT 
GGGTGGCGGAAGTGGTGGTGCCGATGACTTATCGGCGGTGGCGATGGCGGCTGCAGCCGGGTTGAGTTGG 
CGGCCGAGGCAGCTGTCGTTTAGTCCTTATTATACTGTGAACAAGGTCCAAC TTGCGTGTTGTTGTGC 
GGAGACCTAAGCTACTACGTCTTTACGCTAAGGGTTTTGTGACCAAGGAGCTTTCT ATCTTCATTGTAG 
ATGAACTGAAGAATTTTGCAGCCAACATCTTTCTCAAGTTAATGTGTTAGTCATGTACTGTGATCCATGC 
ATCATTGATTAGTCACGTACTGGGATTCATGCATTGAATGGAGAGATTGCCGC A AATACAAGTCCAAT 
TGAGTATTGGGGTAATGTTTCAACTGTAGGTTGGTATTAGGTATTGTGATTCCTT ACTTGTAACCGCT 
TGTTTTGA 
 
>0762-94-(6-7-06)_F08 
TTATAAGACCCCCACATTGCCCTATACCCCTGGTATGGAGGCTGTTGGGGTGGTGACAGCTGTGGGTCCT 
GGACTAACTGGCAGGCAAGTTGGAGACCTTGTAGCTTATGCTGGTGGTCCAATGGG GCATATGCTGAAG 
AGCAGATTCTTCCTGCAAACAAAGTTGTGCCTGTTCCTTCCTCTGTTGATCC ATTGTGGCAGCATCCGT 
CATCCTCAAGGGTATGACAGCTCAATATCTACTCCGCCGTTGCTTCAAGGTTGAACCTGGACACACAATC 
CTTGTTCATGCAGCAGCTGGTGGAGTTGGTTCTCTATTAAGCCAGTGGGCTAAT C CTAGGTGCCACCG 
TCATTGGAACTGTCTCAACGAAGGAAAAGGCAGTTCAAGCCAAGGATGATGCCACCATGTTATAAT 
CTATAAGGAAGAGGATTTTGTTGCTCGTGTCAATGAGATAACATCAGGCAAT GGTTGATGTTGTCTAT 
GATGCTGTAGGAAAAGATACCTTCCAGGGATCATTGGCATGCTTAAAGCCGCGTGGGTATATGGTGAATT 
TTGGTCAGTCATCAGGTACACCAGATCCACTTCCATTGTCTGCTCTTGCTGCGAAATCCCTGTTCTTGAC 
CAGGCCTTCCCTCATGCAATACACTGCAACTCGGGATGAGCTACTGGCAACCTGGGGAGGTATTTGCT 
AATGTCGAATCTGGTGTCTTGCGAGTTCGAGTAAATCATACCTACCATTTGTCTCA GCGGCTCAGGCAC 
ATGCAGACCTTGAAAGTAGGAAGACTACTGGATCCGTTGTGCTGATACCATA GGT GATAAGTCCTTC 
CAATTATCTTATTGGTTTATCCATTTGAAATG 
 
>0763-94-(6-7-06)_G08 
ACATCAAGGAAGCAACACCAGAAGGTGAAGAACTAATTAAATGTGGCAAGCT A CTTGGTTGATTTAGC 
AGGGTCAGAAAATATATCTCGTTCTGGTGCTCGGGAGGGTCGTGCTAGAGAAGCTG GAAATCAACAAA 
AGTTTACTGACTTTGGGAAGAGTCATTAATGCTCTAGTAGAGCATCTTGGCA ATCCCATACAGGGATA 
GCAAGCTTACACGTTTACTTCGTGATTCACTGGGAGGAAGAACCAAGACGTGCATTA AGCCACAGTTTC 
ACCTGCTGTCCATTGTCTGGAGGAAACATTAAGTACACTGGATTATGCACATAGGGCAAAAAATATTAAA 
AACAAACCTGAGATTAACCAAAAGATGATGAAGTCAACTCTAATCAAGGATCTTTATGGTGAAATTGAAC 
GCCTGAAGGCAGAGGTCTATGCAACCCGTGAAAAAAATGGAGTCTATATTCC A GGAACGATACTATCA 
GGAGGAGAGTGAAAAGAAGGCTATGGCAGATCAGATTGAACAAATGGGGATTAT CT GAAACCCATCAA 
AAGCAACTTGAGGACTTGCAAGATAAATATAATGTCCAAATTCGGCAATGCTCTGATTTGAGCAATAAAC 
TTGATGCCACCGAGAAAACCTTGAATCAAACCAGCACATTGCTTGCCAACACTGAGGAAGAACTCAAGAA 
ATGTCGGTATACTCTGAGGGAGAAGGATTTTATTATCTCTGAACAGAGAAAAGC G AAAATGCACTGGC 
TCATCAAGCTTGTGTCTTAAGATCTGACTTGGAGAAAGCTCTTGAGGATA 
 
>0766-94-(6-7-06)_A09 
TTTCTCTGAGAGATCGGCCATGGCTTCCCGCTCGAACTTAGTTTACACCGCCAAGCT GCCGAGCAGGCC 
GAGCGCTACGATGAGATGATTGATGCAATGAAGAATGTTGCAAAGCTTGATT GAG TGACAATCGAAG 
AGAGGAACTTGCTCTCTGTTGAGTATAAGAATGTGATTGGTGCTAGGAGAGCATCAT GAGGATCCTATC 
CTCAATAGAGCAGAAGGAAGAATCAAAAGGAAATGAATACCATGTGAAGCAGATTAAGGAGTATAGACAG 
AAGATTGAGTCAGAGCTATCAGTCATTTGTAATGATATAATGACAGTGATTATGAGCATCTTATTCCTT 
CAGCTTCTGCTGTTGAATCAACGGTGTTTTACTACAAGATGAAAGGAGATTATTATCGATATCTTGCTGA 
GTTCAGGACTGGTAATGAGAAGAAAGAGGCTGCTGATCAGTCAAAGAAAGCTTATGAGACTGCTTCCACT 
GCAGCTGAGGCTGATTTGCCCCCTACAAATCCCATTCGATTGGGTTTGGCAGAATTACTCAGTTTTCT 
ATTATGAGATCATGCATTCAGCTGAAAGGGCCTGCTACCTTGCAAAGGAAGCTTTTGATGATGCTATCCC 
AGAGCTTGACAACCTCAGCGAGGATTCGTACAAAGATAGCACCTTAATTTTGCAGC TCTTAGGGACAAC 
CTCACCTTGTGGACTACTGAAATCCCAGAGGATGGAGAAGATGCCCATAGGATTAATGGCACTGCTAAGG 
TTGGCGAGGTGGAACATGCAGAGTGATGTAAATGGTGGCTTACAACTCTCTGTATCTGGGGATGGAGCAT 
AAGTCCTATTCTTGGCTGAAAATAGGGCTTATTGATCTCTTCTTC 
 
>0767-94-(6-7-06)_B09 
272 
 
 
TCCGCCTCCTCGGCCATTGCGTCAAACGCCGCCGTCCCGACCCCGAAACGACGACCACCTCCTCGTC 
GTCCTCGCCGTCTCCCTCGTCGATCGAGTCGCGAAGGAACTCCGTGCGCGCT G GCGGCGCGCCTCTC 
CACTCGGCGGACCCGGAGATGTTCGAGATTATGGAGAAGGAGAAGCAGCGGCAATT AAAGGGATCGAAT 
TGATCGCCTCCGAGAATTTCGTGTGCCGTGCGGTGATGGAAGCTCTCGGAAGC ATTTGACGAACAAGTA 
CTCGGAGGGAATGCCCGGAGCGCGATACTACGGCGGAAACCAGTACATCGACGACATCGAGAATCTATGC 
TGCGACCGCGCATTGGCGGCGTTCGGCCTCGAACCGGAGAATTGGGGAGTCAACGTGCAGCCGTATTCGT 
GTACCTCGGCGAATTTCGCGGTTTACACGGGGCTTTTGTTGCCCGGTGATCATTATGGGGCTGGATAC 
GCCGTCAGGTGGGAACACGAGTCACGGGTACTATACCCCGAATGGGAGGAATTTCGGGGGCGTCGATT 
TTCTTCGAGAGTTTGCCGTATAAGGTGAATCCGCAGACTGGGTATATTGATTCGATAAGTTGGAGGAGA 
GGGCATTGGATTTTAGGCCTAAGATATTGATTTGTGGAGGGAGTTCGTACCCGAGGGAGTGGGATTATGC 
AAGGTTTAGGCAGGTTGCGGATAGGTGTGGTGCTGTTTTGATGTGTGATATGCGCAAATTAGCGGGCTT 
GTTGCGGCTAAGGAGTGTGTTAACCCTTTTTGACTACTGTGACATTGTCACCTCAACAACTCATAAAAGT 
CTTCGAGGTCCTAGGGGAGGTATAATTTTTTATAGGAAGGGTTTG 
 
>0768-94-(6-7-06)_C09 
TGGCAAAAGCAAGCAGGAAAGTGGAAGACCAGGAGCAGAGCTTCATTTGAGAG GAAACTGGATCCTGAT 
CCAAGATACGTTTTCAAGTTTGAAGATTTGACCAGATTGAGTCCTCAAATAGTTCA CTTCAAGGTTCCA 
TTAAGCAGCCTATCTTCAGTTGCAAGTTTAGTCGAGAAAGGGTACCCCAGGTGGATCCATTGAGCACTTA 
CTGGTCAGTTTCTGCTGATGGTTCTGACCTAGAGATGGAGAGAAGAGAAAGAGGGGTGGAAGGTGAAG 
ATACATGATCTCTCTGGCTCGGCTGTTGCCGCTGCCTTTATTACAACTCCATTTGTGCCAGCAACAGGTT 
GTGATTGGGTGGCCAGGTCCAACCCAGGAGCTTGGTTAATTGTTCGCCCTGATATTTGCAGGCCTGAGAG 
TTGGCAGCCATGGGGAAAGCTTGAGGCATGGCGTGAACGTGGCATCAGAGAT T TCTGCTGTCGATTT 
CGCCTTCTTTCTGATGGCCAAGAGGGAGGGGAGCTTCTCGTGTCTGAGATTTTT TCAATGCTGAAAAGG 
GTGGTGAGTTTTTCATAGACACTGACAGACAAATGCGAGCAGCAGCAGCAATCCA TACCAAGCCCGCA 
AAGCAGTGGAGACTTTGCAGCGTTGGCTCTAGCTGTTGGAGGTTTTGTCATGA CTG AGAGTGCAAGGG 
GAAGGGAAGAGTAGCAAGCCATTGGTACAACTGGCCATGCGACATGTAACATGTGTGGAGGATGCTGCCA 
TTTTCATGGCACTTGCAGCAGCTGTTGATCTCAGCATTGAGGCATGCAGGCCCTTCCGTAGGAAGATCAA 
GAGAGGGTCTCACCATTCTTTGTGATGTATGT 
 
>0770-94-(6-14-06)_B05' 
CCATGGCTTCAACAAAGAACGACTACGTTGCCTACTCCCCTCTCCCTCCCAA CCCACAGCCCAAAACGT 
CGTCTTCCTCCCTCTATACCACCCCGCTCCAACACGACGCCATCTTCTCCTCCGCAAATTCCTCATCGGC 
GCCACCTCTCTCCTCCTCCTCTCCCTCTCCATCTATTTCCTCTACCCCTACGA CC ACCATCCAACTCG 
CCCGACTCAGACTCAACCGCATCAAAGTCAACTCGTCCCTAGGACTCACTCTCG CTCTCGTTCTCTCT 
CACCGTCAAGGTCCACAACCCTGACCTCTTCTCGCTCGTCTACGATTCCCTCGACGTGTCGGTGGGGTAC 
AGAGGGAGAGAGCTAGGGTTCGTGAGCTCCCAAGGTGGCCGCGTCAGGTCCAG CTTCGTCGTACGTGA 
ATGCCACGCTCGATCTCAACGGGTTGGAGGTCATTCACGACGTGTTTTACTTGC TGAAGATTTGGCCAG 
GGGAGTGATCCCTTTCGATACTGATACCCAAGTCAATGGCGTTTTAGGGTTCTTCT CTTCAAAATTCCT 
CTCAAGGCAAGAGTATCCTGTGAGGTGTATGTAAATACGAACAACCAGACAATT T CACCAAGATTGCT 
ACCCTGAGTGATGGGGTAGATATTGTATAAATGTTGCAGAAATTCTTAGTGAC A TGACAAGATTGGAG 
CTGAACATTGAGTTGGGTGTCGGAGGTAAATTATTGAAGGCCTTGGGAACCAA TGAAGAATACAAATAC 
TGGATCCCTGTTTATTCTTAGTGCATTTGTGGCCCAAAATTCTGAGGGATCATTGG 
 
>0773-94-(6-7-06)_G09 
CATCTTCCTGGTAATATGGAGAACCCAGATGCAAACCAGCTCCCTGAAGCAGATGCACTGCCAGATGGGT 
TTGTTGAGAGCTCCACAGAACCAGTGGCTCCTCCAACTCCAACCGTTGAACAAGAG AACCGCTTGGTGA 
TTACAAGGAGGATAGTTTCTCGGATCTTGATCATTCTGATAAGTTGTCTGCAAA AGTTTCAAACAAGC 
CAAGCTTCGGAAGGCTTGGGGGAAGTGTCCAGTGAGGGCTGTACGGAGCAGACAGAAG AACACTGGTCT 
CGCCGGATTCAGCTAATCTCTCCGAGGCTTCAGTAGGAGTATCTGGATGCACGA GTAAAGGAACAAGT 
TCAAGCGAATTGTCAAAGTTCAGAGAGACCTACTGAAGGAGGCTCAGAAGCATC GTAAATAATATGAAG 
GATACATCTTCATCAGATGGTCTTGATACTTCGAAGAACAGAAAAGAAACCACTGAAGCCAAACGTAAGG 
TGAAGCGTGCCTTCAAATCAGAAAAGGAGTTTTTGGAGTTCACTTTGAAGTACC CAAGTTCTTACAGA 
AAGAGATGCTGCCATTGCTGTTCGAGACAAGCTTGAATCACTGTGTAGGGATTACA CGTCAGAACAAA 
ATACTAATGGATGAATGCAAACGGGTATCCACGGAAGGGCAATCCCTGAGATTA TTTATCGTCCAGGT 
TCCAAGATGCAATCAAGGATGTGAGCAATAAGCTAGAAGAGCAAAAGGATGT TCTCTCTCAGCTAAA 
GGAGAACGAGATGTTAAGAACTAAGCTAAAGCAGCTAGCTGAACAGTATACTC TTCTGAACAGCAATTT 
GCACAGAAGTTAAAGCAGAAATCGCTGGAACTTCAGCTTGCTGATCTGAAAAT  
273 
 
 
 
>0774-94-(6-7-06)_H09 
TGAGCTCAACATATATCACAAACATGTTCTACAGAGGCAGTAAATTTATTGA GGTGGTGATGGGCGTGA 
AATGGGCGCGAAACGTCAACGGGTTGTTGATCAGGGACCTTCATTCTATGGGACT CCCCTGCTTCAAGT 
TTTATGTATAATCCAGCTCCTTATACAGCCTATGTTAACCAACCTCCACCTTTC TGTTGTCCGAGTAC 
GTGGTCTTCCATTTGATTGCACAGAAACTGATGTGGCTGAGTTCTTCCATGGT TG ACATAGTTGATAT 
TCTTTTTGTCCATAACAATGGCAAGTTCTCTGGGGAAGCATTTTGTGTTTTG GG ATCCTCTCCAAGTT 
GATTTTGCCCTTCAAAGGAATAGGCAGAACTTGGGCAGGAGATACATTGAGGT TCAGAAGTAAGAGGC 
AGGAGTACTATAAAGCGATAGCAAGGGAGGTTTCAGATGCTCGTGGTGGTTCACCACACCGAAGGGCCCC 
AAGGGCTAAATCTTATGATGAGGCAAAGGACTCAGCTGAACACACTGGGGTA T C GTTGAGGGGATTG 
CCATTTTCTGCTGGCAAGGATGACATAATGGAGTTCTTTAAAGATTTTGTGGTCAGAAGACGCAATTA 
ATATCACATTGAACTCGGAGGGGAGGCCTACAGGGGAAGCATTTGTGGAGTTTGCAA TGCAGAAGATTC 
GAAAGCAGCAATGGTTAAAGATAGGATGACGCTTGGGAGTCGATATATAGACTGTTTCCATCCTCGAAT 
GAAGAGTTGGAAGAAGCAGTCTCTAGAGGGCGGTGACTTCTTATTGTGCCTTTTCTT  
 
>0776-94-(6-7-06)_A10 
CTCTAAGCTCTGCTTCCTCTTCCTTTGCTTCCTTCACGCCGAACCTCCAACA GC ACAGCCTGATCGC 
TGAAATAGAACGAAGGAAGAAAACCAGCCCAGACAAAAGCTCACGCCTTCAC TC G TTCCTCTGCTTC 
CTTCACGCCGAACCTCCACCACCGCCACACAGATCACAAACCCACTAAACAG C GCTCGCTTAAACCC 
CAAATCAGAACTAGAACGAGTTAGGCAAAACTTTCTGGTTTCCTCTGCTTCCT TCTCTTCCATCCTCTA 
CTTCCTCTTGCCCAAATCTCCACCACACCACACACCGAAGCATACTGCCACACAAGT ATCGTATTCGTT 
GCTAGAGCTTGTAAACATGCCGGAGCCACCGTGAGCATGGTGTTGCGATGCAAA GATGTGGAAGACGAA 
AAGCAAATGGCAAATGTTTGGCAAAGGACTAGAGATCTTGGTGTCTACAGCTATT AATAGTTCTCTCTT 
TGGAAAATCTTCATCGGTATCGAGTAAGGGTGGAGATGAGGTGTCAGATTTGCAG CACCAATTTGAAAC 
TGTAAGCCATATCTAGTGGGAGTGCCCATTTGCACAAAATGTGTGGGCTTTATT AGAGGTTGAACACAA 
AAATGCAGCTAGCAGGAATTAGAGAAGTGGGTCGTTATAGCGTGGGCAATATGG TGCGAGGAATGAAT 
TTTATTTCGAACATTTCCAAACTCATCCAAAGGTGATCCTCAACTTGGCGAAT GCTTGTATGAAGAATA 
CCAACGTCTTATGGATAGGCACTGAGTGACTTGATGTACCATCTTTTTGAGC GAT TACTCTTTCTTTT 
GTCTTTTTGTACTACCATTTACTTGAGCCCTGACTTGGAT 
 
>0777-94-(6-7-06)_B10 
ACTGTGAGTGCAACTGCTACCTGTCCTCCAACTGAGGCACCGCCATCAGTTGATCAAAATCCAACTCCTG 
TGAAAGCAGCACTACCAGTGAAAGAGGATGATGATGTTAATTCCACTACTTCAAGTGCTACACCTCATGG 
GACTCCTAGTGAGCGGAGGAGCAGTGGTTCTGGATTTTCCTTCAGGTTGAAT AACG GCTGAGAAACGA 
AAGGAGTTCTTTTCAAAGCTAGAAGAGAAGATTCAGGCAAGAGAAGTAGAAAAAT GCTTGCAAGAAA 
AATCAAAGGAAAACCAGGAGGCGGAGATCAAGCAACTGAGAAAAAGCCTGACATTTAA GCTACACCCAT 
GCCAAGTTTCTATAAAGAGCCACCTCCAAAAATTGAAATAAAGAAGCATTGTGTC ACTCATTCATCTAG 
ATACCAACTACACGTGCAAAATCTCCAAAGCTTGGAAGGCAGAAGAGCACTTT A TGCGAGAAACAATT 
CCTTAGAAGGTGATGGACCTTGTCTCAGCCCACATCTCAGCCTATCTCCAAAGCTTGGGAAGAACAAGAA 
TTCCATTGCTGCAAACAACTCTTCAGAAGGTGGTGGCTCTTGTCTTAGCCCAC TCTTAACAGAGGACAG 
AACAATTCAACCAAGGGATTACAGGCAAAATCTGATAAAGATGCTGCTTCAAAGAA CCGATTAGAAAGT 
CCCAATCCGGGCTTCAACCTCAGGAACTTGTAGTCGCTAAAACTGAAGGAAAGCCTGCCAACTCTAAACC 
TGAGGCCCCAGGAGAAGAAACCAAAAACCAGGCTCTGCATGTTTCAGAATGAAGATAAGATGGACTTG 
GAGTCTGCAG 
 
>0778-94-(6-7-06)_C10 
GAGTCACAGAGAAAAACAGAGAGACTGAAACAGAGTCACACACAGAGAGTGAAAGAGAGAGAGAGATGGG 
TGGGGTGACTTCGTCGATGGCGGCCAAGTTCGCCTTTTTCCCACCGAACCCACCTTCGTATAAGCTTGTG 
AAAGACGAGCTGACTGGTCTTTTGCTTCTCAGTCCCTTTCCTCACCGTGAAAACGTTGAAGTTCTGAAAT 
TGCCTACTCGGCGAGGCACTGAGATTGTTGCTATCTACATTAGGCACCCTATGG TACTTCTACTCTGCT 
TTACTCTCATGGAAACGCCGCCGATCTGGGCCAGATGTACGAGCTCTTCATTGAATTGAGCATCCACCTT 
CGTGTCAATCTCATGGGGTATGATTATTCTGGGTATGGGCAATCATCTGGAAAGCCTAGTGAGCAGAATA 
CATATGCAGATATTGAAGCTGCATATAAGTGTCTTGAAGAGAGCTATGGTAC AAGCAGGAGGATATCAT 
CCTTTATGGGCAATCTGTTGGAAGTGGCCCCACTTTGGACCTTGCAGCTCGACTGC TCAGTTAAGAGCA 
GTTGTTCTGCACAGTCCCATACTCTCTGGCTTAAGAGTTATGTATCCTGTAAAGCGTACATATTGGTTTG 
ACATTTATAAGAATATTGACAAAATCCCATTGGTTAATTGTCCTGTTCTTAA TCATGGGACTTCAGA 
TGAAGTTGTTGATTGCTCCCATGGTAAGCAACTCTGGGAACTGTGTAAAGAGAAGTATGAACCACTATGG 
274 
 
 
CTTAAAGGGGGAAACCACTGTGATTTGGAGCTCTATCCTGAGTATATC 
 
>0779-94-(6-7-06)_D10 
CTCTCTCTCTCTCTCTCTCTGTGGCAGCTCGCTGTGTGTTGAGCAATGGATCGC CACAGTTGGTTCTGC 
TAGGGTTACCGCTCTTCCTCCTCTTCTCTGACCTCGTAAGCCTCTTCACTCCAT A CACCTAAACCAAA 
CCCTCACTCCCACCATCACCACCATCATCAACAACCACCACCACCTACAATTAC AGATAACCTCGAC 
TTTCTCACACAGACCCAGCCAAACGGTGTTGGAGGAATCGGTATTGGCAACACAGTCAATATCAATTTCT 
GTGCTTCTTGCTCTTACAGAGGGACTGCAGTGACCATGAATAAGATGTTGGGACTGCTTTTCCTGGAAT 
TGATGTTAGACTTTCAAATTATCCACCAAGCTTGCCAAAGCGTCTACTGGGAAATTGGTTCCAGCAGTG 
CAGATTGGAGTTGTTGCAGTTGTAGTGGCAGGTGAACAAATTTTTCCGATGCTT GATTTATGACACCAC 
CTCCTTGGTATTATTCTTTGCGTGCAAATAGATTTGGGACCATTGCCAGCTG T GCTTCTTGGCAATGT 
AGCGCAGTCCTTCCTACAAAGTTCTGGGGCATTTGAAGTTTACCTCAATGATGAATTGGTTTTCTCTAAA 
CTACAGGAGGGAAGGTTTCCCGGTGAAATTGAATTGAAAGATCTCGTCGGCAAAA TTGGCCAACTCTA 
GAGTTGTAGACGGCCTGGGAAATATGTGGTCATAGTTCACAAGCCAGATATGGAGGGTTCTCAATGAATG 
TGATTGGAGGTGCAAAATGAGTCCAAACTGGGAGTTATTTGGGACTTATGTTA T TTGCACAAATCTTC 
TGTGTATTAAAATTTGAAACTGCATGG 
 
>0780-94-(6-7-06)_E10 
TGTAAGCTCTCGAACCTTCTCTCCTCCATGGCGGCGTCCCAAGCAAGTCTCCTCCTC AAAAGCAACTCA 
AAGATCTTTGTAAGAACCCGGTCGATGGGTTCTCGGCCGGTCTGGTCGACGAGACGAATATCTTCGAATG 
GAGCGTTACAATTATTGGACCGCCGGATACTCTTTATGAGGGAGGATTTTTC A GCCATTATGAGCTTT 
CCATCGAATTACCCAAACAGCCCTCCGACAGTGAAATTTACTTCGGAAATATGGCATCCTAATGTTTATC 
CTGATGGCCGCGTATGCATATCAATTCTTCATCCTCCTGGTGAGGACCCAAATGG T TGAGCTTGCAAG 
TGAGCGCTGGACGCCAGTGCATACAGTTGAAAGTATAGTTTTAAGTATAATA CAATGCTTTCCGGTCCT 
AATGACGAATCACCTGCAAATGTTGAAGCTGCTAAGGAATGGAGAGATAGGGAC AGTTCAAGAAAA 
AGGTTAGCAGATGTGTGAGAAAATCACAAGAAATGTTATGATCCAGCAGGCCACCAATGCCTCTTCTCTG 
CTTGTGGGTGCCAGAGGGGTCTTAAACTGTGTTGGGGGGGACTGGACTGATT CAGGTAATGTGTTCA 
TCCTTGTACCATGCCATCGAAGTTCTTGCGCCCGTTTATTTAGTTCTTTTGT ATCTAAGAATGGTCG 
AATTGTATGACTTGGAACATTTATGTAATTCAAAAATGCTTTGGTTAGTGTTTGATGACAAGCATTCTTG 
TTCGATACTTAATGTCATCTGCTTGAGTAACTTTGGGGATTTTTACTAGGTGT ACTTCGGTCCAGACC 
ATATTTGGGAA 
 
>0782-94-(6-7-06)_G10 
GCCTCTTTGGAATATATTGGCTCTTACTCAAAAAACCTTTGTGATTTCCGCCTAGT CTGCTTGACCGAG 
AAGAGAGGATAACCGATTTGCCACTTGACCATGGTGTCCAAGCTCTTTTGAGGGGCTGTGAAAAGCTTAG 
GAGGTTTGCGTTCTATGTCCGACCTGGGGGCTTGACTGATGTGGGTCTCAGTTATATT GAAAGTACAGC 
CAAAATGTGAGATGGATGCTTCTTGGTTCTGTTGGAGAGACTGATGCAGGGCTTTT AGTTTGCTAAAG 
GCTGTCCTAGCTTGCAAAAACTAGAAATGAGGGGCTGTATCTTCAGTGAGCGTGCACTGGCTGATGCTGT 
GTTGCAACTCACTTCTCTGAGGTATTTATGGGTGCAAGGATATAGAGCATCTTCA ATGGTAGCGACCTT 
ATGGCAATGGCTCGTCCATTCTGGAATATCGAGTTAATTCCTGCTAGACGAG G TGTTCCCAATGCTC 
TTGGGGAGATGGTGATTGTTGAGCATCCAGCCCATATACTTGCATATTACTCCCTTGCTGGACCGAGAAC 
TGATTTTCCCAATACTGTTATCCCTTTGGATGCAGAAGCCTTTGTCACCGCGTAGAGCTGTATATACTAC 
TCTGCAGAGGAGTCTTTCCTTGCCACGTCTTGTTTATATTTTCATGTAGCTT TTTCCCCTTTTGATGAG 
GGGTTTTTCTATTTTAAATTACATTTTTCTGCCCTAGTTCTAGACATTAGTCCT TAATAAGTTTGGGTT 
TCCTTATGTAATTTGGAAGCACTTGCATCTTTCGTGCTACCAATCTCACTGCTGTTGGGGGGTAGTTC 
GCC 
 
>0785-94-(6-7-06)_B11 
GAGAGAAACAGAGTCAGCCATGGCAGCTCGCAAGAGAGCTCAAACAGCCACGCCA GAACAAGAGAAA 
CCCAAATCCCAAGACCTCACCACAACAGCAACAACAACAAAAACTGCTTCTACTACTACTAATTCAAATG 
AGCCTCCAACTGCGCCACTGAAATCCAAGACAAGTTTTATTCTCAAGCTCTC TTTGCTCTTAGCTCC 
TTACTTCTACCTCATATTCCACCACTACAACATCGACCGTGACCTCAAGAAATCC TCCTCATCAATGCT 
GTGCTCAGCCTTATTGGGTTCCTCGTCACCGTCAAGATCATACCCGTCGCTTCCA A ACGTCCTCAGGC 
GCAATCTCTTTGGCTTCGATATTAACAAGAAGGGCACCCCTGGAGGCACTCTCAGAGTGCCTGAATCATT 
GGGTATAGTTGTTGGAATTGTTTTCTTGGTCGTGGCTATCTTATTTCAGTATTTA CCTCACATCAGAT 
TCAAATTGGCTTGTCGAGTACAACGCGGCATTAGCATCCATCTGCTTCATGACATTACTTGGGTTTGTCG 
ATGATGTCCTTGATGTCCCTTGGAGAGTGAAATTACTGCTGCCATCATTTGCTGC CTTCCTTTGTTGAT 
275 
 
 
GGCCTATGCTGGGCATACAACTATTATTATACCAAAGCCTCTCATTCCATAGTTGGCCTAGAGATTCTT 
GATCTAGGATGGATATATAAACTATATATGGGGCTTTTGGCGGTTTTTTGTACAAACTCTATAAATATCC 
ATGCTGGTTTGAATGGACTTGAAGTTGGCCAAACAGTTGTCATCGCATCTGCT T TGATACACAATAT 
CATGCAAATTGGA 
 
>0788-94-(6-7-06)_D11 
TCCTCCTCCTCCTCTTCTTGTTCTCACTGCGCCACTCCTCCGCCGCTTACTCCATCGGCGTCAACTACGG 
CACCGTCGCCAACAACCTCCCACCACCTTCCCAAGTGGCCAACTTCCTCAAAA C ACCACCATCGAC 
CGCGTGAAGATCTTCGACGCCAACCCTGACATCCTCAAAGCCTTCGCCAACAC A CATCTCTCTCACCG 
TCACCGTCGGAAACGGCGACATTCCAGCCCTTTCCAAACTCCCCGCCGCCCAGTCCTGGGTGGCCAATAA 
TATCCTTCCATTTCACCCTCAAACCAAAATCAACATCATCGCTGTTGGTAACGAAATCCTCGCCACAGCA 
GATAAGAGCTTAATCGCTCACCTTTTGCCTGCCATGAAAGCTTTGAAGTCAGCC TGGACTTAGCAAAAG 
TGACTGATATTCATGTCTCCTCGCCACACTCGCTTGGGATTTTGTCATCTTGGAGCCACCGAGTTCGGG 
TCGGTTCAGACGCGGGTACGACAAGCTTATATTCGCTCCGATTCTCGATTTC ACAGGCAAACCAAGTCG 
CCCTTCTTGGTGAACCCGTACCCGTTCTTCGGCTTCACAGCACGGACTTTAA ACGCGCTGTTCAAAC 
CGAACGGTGGCGTTTTCGACAACGTCACGGGTTTGAACTACACCAACATGTTCG CGCAGCTTGACGC 
TGTTTACTCGGCGATGAAGAAGGTTGGATATGGTGACGTAGACATTGTTGTGC GAAACTGGGTGGCCC 
TCTGTTGGTGACCCGACCCAACCCGATGTGAACTTGGCCAACGCGTTG 
 
>0789-94-(6-7-06)_E11 
TGCGGTTAAGTCCCTTGTAGTAGATTTGGAGCAAGATAAGCTATTCAGTGCTCATCAAGACAACAAAATC 
CGTGTGTGGAAGATCAATAACAACAACAATGATTACAATACCCCAAACCAAAAGTACAAGTGCATAGCCA 
CTCTTCCAACGTTGAATGATCGTTTTTCAAGGTTTTTCTCGGCCAAGAACTCGTAAAAGTACGTAGACA 
CAAGAAGTGTACGTGGGTACACCATGTTGATTCTATTTCTGCACTTGCTATATCC AAGATGGGTCTTTT 
TTATACTCAGCTTCGTGGGATAGGTCGTTCAAGATTTGGCGAACCAATGATTTTAAG GCTTAGAGTCTG 
TTGGGAATGCACACGATGATGCAATCAATGCTTTAGTATTGTCCAAAGATGGTTTTGTTTACACTGGTTC 
AGCTGATAAGAAAATCAAGGTGTGGAAGAAAAAGCAAGCTGTGGACAATTACA GAGCATTCATATTCA 
CATTCACTAGTGGCTACATTAGAGAAGCACAAGTCAGCTGTGAATGCATTGGCTCTAACCAGTGATGGGT 
CTGTGTTATATTCAGGAGCTTGTGATCGTTCAATTCTTGTGTGGGAGAAAGTAGT AAGCTATAGATAG 
TAATTTTGGTCAAATGGTGTTAGTGGGTGCTCTTAGAGGTCACACCAAAGCTATATTGTGCTTGGCTGTG 
GTGTCCGGTTTGGTGTGCAGTGGCTCAGCTGATAACACTGTTAGGATCTGGAGGAGA GAATCGAGAAGA 
GCTATTCTTGTTTGGGTGTGTTGGAAGGACATAGACGCCCAGTTAAGTCCTTG CAGTGGCTCTTGATGG 
TAATAATAATGGTGGTAAAAGTGGTTCTTCA 
 
>0790-94-(6-7-06)_F11 
TTTGATGGGGAAAAAATCACAGGAACTGATCACCAAATCCCACATTTGTACGATGT AATAGCTTCCAGT 
GCTATCTATCTTCAAATGTCCCAGAGATAGGTGTTAATGGATCCATAAATCAGGCATGGTCAACTCAATC 
TATTTACTTAGAAGGATTAATTTTCCATATTTCACAGCTAACTTTGAGGTCTTAAGGAAATCAATTCCA 
TGTATCATGCAGGTTAGGTATTCATCTACAGGTGGCATGTATGTTACAGCAT TAAAGATGGTGCTGTTC 
GGTTATGGGATGGAGTAACTGCGAATTGTGTGCGATCTATAGTTGGTGCACATG AG AGCTGAGGTCAC 
TGGTGCAAATTTTACAAAGGATCAAAGATTTGTTCTCTCCTGTGGGAAGGATTCTACCGTGAAGCTTTGG 
GAAGTTGGCACTGGAAGATTGGTCAAACAATATCTTGGAGCTACACATCTGCAGCTGCGGTGCCAGGTAT 
GTACAGAAAGCCTTCTTTTAATAATTTGTGCTTTGAGCATCTTTGATACCGGGTATATATGTCTATGCAC 
TCTTTAATAAATCTCATTTTACTGATTGAACAAAGTTTCTTTCTAAACTAGTTTGGAGAGAAACTCTACA 
AACTCCTCATATATCTCTATATTGAGTGTGAATTTTGAAAATCTAGCCGTTAGATTGCATGTTCTTATTA 
TATTCTTTATGCATGTAAAATTTCAAGAGGATCAAAAATCAATTGCTATCTCT AAACAAATGTTGAAA 
TCTCAAATTTTTATGATCTAAAATTGTGTATAAAAAATAAGTTTATTGATCATAGTAAATAATATCCA 
ATTTGAACGAAATTTGATTTGCATGTTAAGAACTTAAGGAACAT 
 
>0791-94-(6-7-06)_G11 
TCTCTCTAAAATTATTCTCCGTTTACAAGAGTTAACAAAGATGGTGTGTTTTGATCTTTCCATTTTACTT 
GCAAGAAGGTCCAACATCAACATGTGGAAGGGTGACAATCATGAAGATGTCACCTTGTTGCCTTGTGCA 
ATCAGTGCCATCTCTCCTGTGACAATCAAGGAATCAGTGGTCGATCTCGCGA CGTGGAAGACCAACGAC 
GATATCGTTAGGCACGGTTTCTGTCACCAGTGGTTGCAAAGTGGGAGACGATG GA GAAGAAGGGAAGA 
GAAGGGTCTCGATGTGCTAATTCTCAACATTACCAGCACTAAGAATGCCTCGAG A GTGCTCAAACATG 
TGAAATGGGTGTCATGTAACATTATTATTGAGTTCATGTAACCCATTGATCGTAGAATCCATGTTTAGCA 
TAATTCTTAGTCTTAGAGGGTCATTAGAGTCTGTTGTTGTTGCTGTTCTAGACATCATGCTCACTGGTTT 
276 
 
 
CTGTCCATCGTCGCCACCATTGCTAGTCACTGCTGCCGCCATCGGCCACCACGTTTCAGCGGTTGTTGCT 
GTTCGGTCATCCACCACTACCAACACCTCGGTTGGGAGATTACAGAGTGATC AGC TAGAAATTTGTT 
TTTCGAGTCGCAACCAAGCAACAGAATATAATTCATTTTTCTCGGTAGAAAGAAGATAAGAGAACTAGAG 
AAGGAAGGGTGTCCTTGTGGCACCTCTCGACATTACCAGCACTAAGAATGCCT GCT AATGTTGTGCTC 
GAACTAATGAAATGGGAGTCATGTAACATTATTAGCAGGTCGTGTAAGCCATTGATGATGGTTATGCGTG 
TATAGAGAAAAATT 
 
>0792-94-(6-7-06)_H11 
CTGGAGGATGGGGTGGCTCAAAGCTTGAATTGCTGGAGAGAATGATCAAACAGCTTTT CCAGAAGTGGT 
TGGTCAGAATTGGCCTCCCACATTGGTGAAACCTGTTTGGAACACAGTTTGGGAGACCAAGACTGCTTGT 
TTAAGAGAAGGGGTCTTTAGGACCCCTTGTGATGAGCAGCTCCTAAGTGCATT CCTCCTGAGTGCCACA 
ATGCAAGGGTTGCTTTCCTTACTCCCAAGTTTGTGCCGCCACAGAAGATGGCCTGCGTGGTTCATCTTGC 
AGGCACTGGGGACCATACCTTTGAACGGAGACTGCGCCTTGGTGGGCCTTTGTTGAAGGAAAACATTGCA 
ACCATGGTGCTTGAGAGCCCTTTCTATGGACAAAGACGCCCTATGATGCAGTT GTTCAAAACTTTTGT 
GCGTTAGTGACTTGCTTTTATTAGGAAGGGCAACCATTGAAGAGGCCCGCGA T TTACATTGGTTGGA 
CTCTGAAGAAGGGTTTGGCAAGATGGGTGTTTGTGGATTGAGCATGGTGTGAAAAAGAAATGTATATAT 
TGTTAACTCTACAAGTGGAGCACTCACACCCCAAAGATAAGCCTCTTTTTTCCC CCGAACTTTGATGGT 
TTTTGGGAATTCAGGAGGTGTACATGCTGCAATGGTTGGATCACTTTACCCACACCTGTTGCAACCCTT 
CCTTTTTTATCACCACACTCTGCTGTTGTGGCATTCTGTGAAGGAATATTACAGCATGCTACTGCATGGG 
AGGCACTAAGA 
 
>0793-94-(6-14-06)_C05 
AAAAGAGAGACAATAATGTCTCAGCTCACTAGTTTTCTCTTGGTTCTTTCTG GCTTTTGCTCCTC 
TTTGCTTCTCTAGCAAGACCAAAGGTGGTTACCTTTACCCACAGTTTTATGACC CTCTTGCCCAAAAGC 
TCAAGAGATTGTAAGGTCCGTACTGGCCAAGGCTGTGGCCAAAGAAGCCCGTATGGCAGCTTCAATTCTC 
AGGCTCCATTTCCATGATTGTTTTGTCCAGGGCTGTGATGCTTCATTACTGTT GACAGCAGTGGAAGCA 
TAGTCAGTGAGAAGGGGTCAAATCCTAACAGGAATTCAGCTCGAGGTTTTGATG CCTCGATGAGATCAA 
ATCTGCACTGGAGAAAGAGTGCCCTTGTACAGTATCTTGTGCTGACCTTTTGGCCA AGCTGCAAGAGAA 
TCCACTGTTCTGAGAGGTGGGCCCAGCTGGGAGGTACTATTAGGCAGAAGAGACTCCAGAAGTGCAAGCT 
TGAGTGGTTCTAACAACAATATTCCTGCTCCAAACAACACATTCCAGACCATCCT CTAAGTTCAGGCG 
ACAAGGGCTTAATATTGTTGATCTTGTTGCCCTTTCTGGGAGCCATACAATTGG ATTCCCGGTGCACC 
AGCTTCAGGCAAAGACTGTACAACCAGTCAGGAAATGGACAGCCCGACTACACACTTGATCAATCATATG 
CGGCCCAATTGAAAACCCGATGCCCAAAATCTGGTGGTGATCAGAACCTGTTTTT TTGGACTATGTCAG 
CCCAACAAAGTTTGATAACTACTACTACAAGAACATATTGGCTTCAAAGGGCCTTCTGAACTCTGATC 
 
>0795-94-(6-7-06)_C12 
GTTTCAAAAGTTTAACAGTTTTATCAGAATTTCTCTCTCTCTCTCTCTCTAA TATGTGACAGTTCATGA 
CACAGGGCTCATTCTATGTAGAAGCAGCCTTCCTCTAACACTCAGCAAGTTAGAAGAAAGCCATGTCTTT 
AGTTAGGTCCGCAGGGCTATCTGCGCCATCATATAGAAATTCCAAGCTCTATT A AAGGGGAGTGAT 
GACAGCCCCAGCTTGTCCGCCCAAATATTAGGTTCTGAAAAGCATAAGACTAT T TGTGACTGATTCGT 
ACTCCAGTGAAAGTTATGAGAAGTATTTCCTTGACTCCCCAACAGAAGAACTTAT CAGCCATCTAGTTC 
TGGCATCTCTGGAAATTCATTTCATCCAGATGGCATCTCCATGGGCACTCGAAACCCATTTGACATTTCT 
TTGATGTCCATGAGGCATCGTGATGCCTATCAATCCAATTTTGAATCGGATACTTGGAAAGCCAAAGCC 
CGGATCCAATAGACTATGATGAAGATAAGATGAGACTGAAGTTTCAAGAATTGGAAAGAGCACTGCTTGA 
AGATAATGATGATGATGATGACGATGATGATGACGATGACATTTTTGGTACA A CACAGCATGGAAATT 
GACGGTGAATGGGCTGACCCGGTTCACAACACATTGCTCCATGACTCTCCTAAGGAA CTTCATCTACAG 
ATTCAAACCTCAGTAGCATCAGCAGCAACAAGGAAGTATCACAAGTATCTCCTCGTACTCCCAGACAAAT 
GCTACTTGATTGTGCTGGTGCACTTGCAGATGGAAACTTCATGGAAGCATCGCT GATAAATAAACTC 
CGAAATATGGTCTCAA 
 
>0796-94-(6-7-06)_D12 
ACAAACTTTTCTCATTGATCTCACAACTCACTCACAAAGATCTGAGTTCTCAAAGATCTCTTTGACCCAT 
ATAATGCCAGCCAGCTACGGATAAACTTCTTAAAAAAAATTTGAGATTTTTG GACCCTTTTGCCATTT 
TTGGTCTTTGGAGTTTGGATATTGTTTGTTGGTATAGGAATTACTAAGATGGATGGAGATAATAGTTTGA 
ATATGCGTAACTGGGGTTACTATGAACCACCAACACCATCTCTTAAAGGCCTCTTGGTCTTCAGCTCAT 
GTCCTCAATGCCTCAAGAACAACAAATCATCAGGGGACGCAATGCTATGGTAT CCACGGGAAATAAT 
GGAACTTTGCACCATAGGGATATTGGGGTTTCACATTCTGCATTCCCCATGGACTACATGAGGGATGCTT 
277 
 
 
GGATTAATCAAAGAGAGAAATTTATTAATGTGTTACCCACACCAAACCCTGGTTA TCAGTTTTGCCCGA 
GACATCCTCCTCTCATCATATGCAGATGGTTCAACAACCACCTGATATGTCC A GATGAAAGGATGATT 
AGTGTAGAAGAGACAGGTGTTGTGACGGAAAATGGACCTATTAAGAAAAGGC GGCA CGAAAGCCCCAA 
AAACCCCAAAAGAGAAGAAGGCTAAGAGAGCCCTGCGTGCACCTAAGGCTGAGAGTAGTCCCTCTACTCC 
ACGAGCAAGGTCTACCACTAGGAAAACCACTGAGATTGTTATAAGTGGGGTTGATATATCCGGGATTCCA 
ATACCAGTTTGTTCATGTACGGGGACACCTCAGCATTGTTATCGATGGGGCTCTGGTGGGTGGCAATCTG 
CATGTTGTACCACTGGTATGTCAATGTATCCCT 
 
>0797-94-(6-7-06)_E12 
TCCTCAGTAATAGCCCAAAAAACATGGGAGCTAGAGAACAACATAATCACCGTAGACCCTCCTTCTTCTT 
CATCATCAACAACAACAACAACAACACCAGCACCAACAACAACAGCAACAACA CGACGAGTCCGGACCC 
AGCGTCGGACGCAATATTCTATTACGACGAATCGGCGCAGACCAAGTTCCAGCAAGAGAAGCCCTGGGCC 
AATGACCCTCACTACTTCAAGCGCGTCAAGATCTCCGCACTCGCGCTGCTCAAGATGGTGGTCCACGCGC 
GCTCCGGCGGTACCATCGAGGTTATGGGCCTCATGCAAGGAAAGACCGATGCGATGCGATTATCGTGAT 
GGACGCTTTTGCTTTGCCCGTGGAAGGGACGGAGACTAGGGTTAATGCTCAGGCTGATGCGTATGAGTAT 
ATGGTTGATTATTCTCAGACTAACAAGCAGGCTGGACGGTTGGAGAACGTGTTG CTGGTACCATTCCC 
ATCCTGGCTATGGATGCTGGCTTTCGGGTATTGATGTTTCAACACAAATGCTAAACCAGCAATTTCAGGA 
GCCTTTTTTGGCAGTTGTTATTGATCCAACAAGGACTGTCTCTGCTGGAAAA TTG GATTGGGGCATTC 
AGGACATACCCAGAGGGATATAAGCCTCCAGATGAGCCTGTGTCTGAGTATCAGACCATCCCTTTGAATA 
AGATTGAAGACTTTGGTGTACACTGTAAACAGTACTATTCTTTGGATATCAC TA TTTAAGTCTTCTCT 
TGATTGCCACCTCCTGGATCTGCTATGGAACAAGTATTGGGTGAATACCCTT CAT TCACCTTTATTG 
GGTAATGGA 
 
>0799-94-(6-7-06)_F12 
AAAGAATTCAAACAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGATGGGAAACATATCGTGTGTGTTTTGT 
GGGTGCGTAGAGCAAGCGAGCGTAGGAGTGGTGGAGAGGTGGGGCCGGTTCAGAAA GGCTGAGCCTG 
GCCTTCACTTCTTCAACCCTCTCGCCGGTCAATGCTTCGCCGGTTATCTCTCCACCAGAATTTCCTCTCT 
CGATGTCAAAATCGAGACCAAAACCAAGGACAATGTTTTTGTGCAATTGATTTGCTCAATTCAATACCGA 
GTTATTAAAGAAAATGCTGATGATGCATTTTATGAGTTGCAAAATCCCAAAGAGCAGATCCAGGCTTATG 
TATTCGATGTTGTTCGAGCTCTAGTTCCGAGAATGAATTTGGATGATCTCTT GAACAAAAGGGCGAGGT 
TGCTAAATCTGTCTTGGAGGAACTTGAGAAGGTGATGGGAGCATATGGATATA C GAGCACATGTTA 
ATGGTTGACATAATACCTGATCCCTCTGTGCGCAGGGCAATGAATGACATAAATGCAGCTCAAAGACTTC 
AGCTAGCTAGTGTATACAAGGGTGAGTCAGAGAAGGTGCTCATAGTCAAAAAGC GAAGCTGAAGCTGA 
AGCCAAATACCTAGGTGGTGTTGGTGTGGCCAGGCAGAGGCAGGCAATCACAG TGGCTTAAGAGAGAAC 
ATTGTGAACTTCTCTCACAAGGTGGAGGGCACCTCGGCAAAGGACGTGATGGATCTTATCATGGTCACTC 
AATACTTTGATACGATTAAAGAACTCGGCAACTCTTCAAAGAACACTACTGTGTT ATTCC 
 
>0800-94-(6-7-06)_G12 
CTTGTTCTTGATGCGTTTGTGCTGTGTAGGATTTTCCAGAAGAGTGGGACGC AAGAATGGGGAGC 
AGTATGGCGCTCCGTTTGTTGAGGAGGAATGGGAAGATGATGACGTGGAGGTT TC T CCCGGTGAAGC 
GGCTGCGGCTGCTGCTGCGGCTGAAGAAGTGATGGTTGGTGATGATGCATTTG TG AACGAATGACCTT 
GACCAGAATCTTGAGATAAATATTCCATCCGAAAATCCTCTTCCGTTGAACTTATTTTGGGGAAACGA 
GCAACCATGCTGAGCATTCTGGGGAGTTCATTGAAGATGATCAAAAGCCTATCATAGGCACTGGTGAAAC 
CTCTGAGCCACAGTATGACCAATTTTTAAACATACCAGAACAATATGGGATG AT CAAATCCAATCAAA 
GATGAATATTATGTTGAATCAAGCAATAATGTGAATCCTGCTGAAGTCAATTA TCACTTGGAGGATTTG 
TTGAATCAAGCAATAATGTGAATCCAGCTGAAGTCAATTACTCGCTTGATGAATTCTACATGGATGCTGC 
TGATAATGCTCCAATGGGTGATGGATTATATCTTGAAGCTAATGATCTTTCAAA C TGTGGAGGCAGAT 
CCTGAAGGTTTTGACATGCTTGATGAGTACCTAACATACTTTGATGCAGATAT CAACTCACAACATT 
TAACATTTGATCCCTCTGAAATCATGGGGACTGATAACTCTGTTTTTGACCAA CA CCCAGAAGCATGA 
GAATGGAGGAACTGACCAAGTCTTCAACGAGACTCTACATCTGCCAGAGGCACA CA AACAATGATGCC 
TCATCTTCAAAGCATAAGCCA 
 
>0801-94-(6-5-06)_A01 
TGGAGACTTGTTGTAAAGCAAGACCAGACTGTTATATGGGCAAAGCCATTGA A A AGCTGTTACTTAA 
AGAGAGAACGTGGGACATTGCCCCCTTTGTGCAGTTCTGATGATGACCCAGATG A CTTGGAATGTGTC 
CATGAAGGCATGCATCTCCCCATACTCTAAGAAGATGCACAAGGAAAAGGGGC ACTAGTTCCTTGG 
CCACAAAGACTTTCTGCTGCACCACCTCGCCTGGAAGAAATTGGTGTGAGAC GAATTTCAAGAGG 
278 
 
 
ACACTAGCATTTGGCATTTTAGAGTGACTGAATACTGGAAGCAGATGAAATCTGTTATCCAGAAGAATTC 
CATCAGAAATGTCATGGATATGAACTCAAATCTTGGTGGGTTTGCTGCTGCCCTTAGTGATAAAGATGTC 
TGGGTGATGAATGTTGCTCCTGTCAATGCATTTGCCAGATTAAAGATTATATATGATCGAGGCTTAATTG 
GAACTGTTCATGACTGGTGTGAAGCATTTTCTACATATCCACGGACGTATGATCTTCTGCATGCCTGGAC 
ATTATTTTCAGATATTGATGAGCGTGGGTGTGGCATAGAAGATCTACTAATTGA GGATCGAATTCTA 
CGGCCAGATGGTTTTGTCATCATTAGAGACAAACCCTCAACCATTAACTATATTCGGAAATTTCTGACTG 
CCTTAAGGTGGGATGGCTGGGTATCAGAAGTAGAACCAAGGGTTGATGCTCTCTCCTCAACTGAAGAAAG 
AGTTTTGATTGCAAGAAAAAAGTTGTGGGATGACGGAATTATGAAAATGTATTCTTTTGTGCGTCCAG 
CCAGCCAGGCATGTGAGTCTGCACTTTTGGGAGCATCTAGGCCACAACTGAACAGAAAGTTTGCAGTGCT 
GGGAGCATGGAAATTGCTTTCAGTCGCTCTTTGCGACC 
 
>0802-94-(6-5-06)_B01 
GCACCAGCACCTCCGTCTGAAGATGTCTGCTGGGATCTTTACATCTCCGGTTG T C GTATCAGGCTTT 
GTTGGCTTGAAATCAAACTCCACAAAGCTGCCTGCAGTGAGAGAATCTATTGGATGGAGCCAGAAAACTA 
TCTCCAATGGTTCTAAAACTTACTGCATGAAGACATGGAATCCCATTAACAA A AGTTTGAGACACT 
CTCCTACCTCCCTCCCCTCTCTGAGGATTCAATTGCAAAGGAAATTGACTACATGATGAAAATGGGATGG 
ATTCCTTGCCTTGAGTTTGATGAGGTGGGGAGTGTTCGTAGAGAGCATAGCCG AT CAGGATACTATG 
ATGGGAGGTATTGGACACTCTGGAAGCTACCCATGTTTGGGTGCAGTGATGCC CTCAAGTCCTCAATGA 
AATCCAAGAGTGCAAAAAGACTTACCCAAATGTTTATATTCGCTGCTTGGCT TGACAACAAGAAACAA 
GCTCAGTGCATGGCCTTTCTCATTCAGAAACCCACCACCAGTGCTTAAGGTGCTT C TTGGGCTTTTTT 
TACCTTTCTCTTCAAAGATTTTCAAACCCAATGTTTATTTATTAATCCCTTTATGCGGAACCAATAAGAA 
ATTTGGGTGTTATGCACTAGCAAAGCATCTTTGGGAGAAGATACTCATGAGCTTTTTTTTCACTCTTTTT 
GTTAAAAAATAAATATCTTTCATATGATCTGTGATATGTAATTAACTCATAGATTCTGGCTTATTTGTAA 
TAATCTACTTCTATATATATATTATAATGTGGGACATTACTAGCCCATGGTT TTTAGGTT 
 
>0803-94-(6-5-06)_C01 
TCTCTCTCTCTCTCTCTCTCTCTCTCACATTCTTCTTCTTCATCCTCCTCCT CT TTCCTCTTCCTCGG 
TGTCTCAACATTAATTAATTAAATAATGACAGAATTCAGGTCTCTGAGTGTA ACCTGATGGAGCGAATC 
CTGTGTCTCCTCCCTATCCCAACTCTGATCCGTGCTTCCACAGTCTGCAAACTCTGGTACTCCATCATCT 
CCTCCTCAACCTTCTCTTCCTCTTCCTCTTCTCTTCATCCATGGTTTTTCCTTTACGGCCTCCACAACAC 
CTCCTCCAAGAACAACCAATCCTTCGCCTTCGACCCCATCTCCAACCTCTGGTTCCGCCTCCCTTCCAAC 
ACTTCCTTCTCCAACAACAACACCACTTCCGCCGCCGGCTTCCTCTTCACCACCG ACCCACCTTCTCCT 
TCTCCCCAGTCCTCTCTCGCCACATTTCCACCACTTCCCCTTTACACTACTCTCG CACAACCCTCTCCT 
CGGAGTCTTCTATTCTAGCCACAACCCCAACCACAACCGACCCAGTTTCATTG GTCGGCGGTGTCAGA 
TTCATCGGCAACCTCGTCGACATCGAGGACCGTTTAGCCGTCGAGATGTACAACCCCGATCTCGATTCCT 
GGGACATCTGTCCTCCATTACCCTCCGATTTCCCAACTGGGTTTTCCTCCTCGT TTATCTTCAGCCTT 
ATTCAAAGGCAGATTCTATGTGTTCGGTATTAACTCTAGCTTTGTCTCGTCTTCGATTTAGAAAGCCGC 
GTTTGGAGTAATGTCCAAACGCTTAGACCTCCTGGGGTCAGCTTTTCTTTCCTGATCTCCTGTAAAGACC 
GCCTTGTTCTCGCTGGAATATGTAATTCGCAAGCTGGGTCGTCCTTTAATCGTGGAGGATTGATGAGAA 
AACTATGGAGTTCAGTGAGTTTGCTATTATGCC 
 
>0804-94-(6-5-06)_D01 
CTTTCGTGCATAGATTGCGGACAAACATTTGGGCAGCAAAGCGTTCAAAGTCAC CTCAATGTATTACTG 
AGGCGGAAAAATATGGTCCAAAAGGCCAAGTGAAAGTTTCAAATGGTTCGACGCCAAGCCCAGCAAGGA 
TTCAAAGCAACAAGTTGATTTTGATATAAATGTTGGGTTATCTGAACGCGCACCATGGTTTTGTAGCCTC 
TGCAATACCAGCACTACTAGTAAGCAGACCCTGCTTCTCCATGCCGAAGGAAAG A CACAAGGCAAAAG 
CCCGAGCTTTCCATGCCGCAAAACAACCACCTAAGCAGGCAGAAGAATCTGCTCCAGAGACAAAGCTTCC 
AACTGAAGATACTCAAAAAGATGAATTGCTTGACAAAAAATGCACAAAGGACCAA TTCGCAAGATCCA 
CCTAAATCTGATACTGAGCATAACAAGTCAGAAGCAGATAAAGGAAATTCACCATTGAAGAAAAAGAGAA 
AACTTGATGCATCTGCAAAAGATGATTCAAGAAAAAAGACCAAGGATGATACTCCCGGTGACTTAGGTGA 
TGGGGAAGTTATTCACAGCGAAAAAGCAGAAGCAGATGAAATAAAGAGTCAGTT AAGAATGATACATTG 
GCAGAACCTAGCTCAACCAGAGAAGATACGAAACAGAAAATAAAGTGGAAGAA CTGATCACATCAGCCT 
TGAAATCTAATCCTGATGGAGTTCTGAAGATGAGGAAATTAAGAAAACTTGTTCTCAAGGCTCTCCATGA 
ATCTGGCACAACAGAAGATGAAATCAAACTCAGTGATACGCTTGAGCACAAGATCA TTCAAGCTCTAGA 
TTCATGGTAGAGAACAAGTATGTTCGGCTGGTGGCTAAAGATTGAAGCACATTTTGG GAGAGCCTA 
 
>0805-94-(6-5-06)_E01 
279 
 
 
GCCTCCTCCTCTTCCTCCTCCCAAGGTAATTCCAGGGATGTACTGTGGGCAGGAGTTTGGGGGGGCGGCG 
GCAATGCCTAATTATGGGTATACTTCATCTATGTTTTACAGGGGAGTGCCTCCAAA GGCTCTCCTCCTT 
GGAGACCGGACGATAAAGATGGTCATTTTGTTTTCGTTGTCGGAGAAACTTT CTCCTCGATACAGGAT 
TATTGGCAAAATGGGTGAAGGGACATTTGGACAAGTCTTGGAATGCATTGATA GA AAGAAAGAAGTT 
GTGGCTATCAAAGTTGTCCGTTCCATACACAAATATCGAGAAGCAGCTATGATTGAAATTGATGTCTTAC 
AGAGGCTCGCTAGACACGATGTTGGTGGGACCCGTTGTGTGCAAATACGGAAT GGTTTGACTATCGTAA 
TCATATTTGTATTGTATTTGAGAAGCTTGGACCAAGCTTATACGATTTTCTTCG AAAAACAGCTACCGT 
TCATTTCCCATTGATCTTGTTCGGGAGCTGGGCAGACAACTTTTGGAGTCTGTAGCATTTATGCATGAAT 
TGCGCCTGATTCACACTGATTTGAAGCCAGAAAACATTCTTCTTGTTTCCTC GAG ATGTCAAAGTGCC 
AGATTATAAGTTTCTATCACGGTCAACAAAAGATGGTTCATATTTCAAGAATCTTCCCAAGTCAAGCACC 
ATTAAACTCATTGACTTTGGAAGTACTACATTTGAACATCAGGACCACAGTT TGTAGTGTCAACTCGTC 
ATTATCGTGCACCAGAGGTCATATTGGGTCTTGGGATGGAACTATCCTTGTGAT A GGAGTGTGGGTT 
GCATACTTGTTGAACTTTGCTCTGGAGAGGCACTTTTTCAAACACACGAAATTGGAACATCTTGCC 
 
>0806-94-(6-5-06)_F01 
ACCTGGGTTCCTGAAGGGCGGGTGGTTAGGTCGTAACTACTGCCCCCGCCGGCTGAGTCTCCGAGCGGCC 
GGGCTCGGAAGCCACGAGCCAGCTGAGGCGTTCTCCGCTTAGTGCCTACGGCATGGGTCAGCTCTTTCTG 
CCACCTCCGCCTTCGCGGTCCTCACCTCTTTGCGGGTGAAGTTACCTTTGGGT CCAGACCTTGGGGGC 
CTGAGGCCCAAACTCGGGACGAACCCCTAACCCACCTCTCTTTTCCTGTCATTCTC ACTCTTACTTTG 
TACCACGGAATCACTTGGCCTTAAAGCTAGCCAGCTCGGCCGTGCCTTGAGG CA GTTCGAGAGATAAA 
GGTAACCGTGGGGAAAGCGGCCCCCCAGTGGACAAAGGCGGAGGCAAGAATA AGCAGGCCTGAGGGCCA 
TAGGCGATGAGAATAGGCAGTTGAGGGGTGAAAAAGAAAACAAACAAACAACA CAAACCCTGAAGA 
GTACTGAAGATTTAGAAGGGACTGGAAAGGACTTGTTGCGCAATGGAAGAATCTGACTCTGAGAAAACGA 
CGGAGAAAGAAAATCTGGGGCCGAGAATGGATCCACCACTAGGGGAACCGGAAGGATC CTTGGGTGGGT 
GCTACCAAATACAGCCATGAAGAAAAAGGTGCTGTTGATGGGTAAAAGTGGGTCTG TAAGACCAGCATG 
AGGTCTATTATCTTTGCAAATTATATTGCCAGAGACACACGTCGCCTTGGCGCAACAATACTAGACCGTA 
TACATAG 
 
>0807-94-(6-5-06)_G01 
ACAAGGGTGTTCGGATCAAGGAAGAAAGTATTCCTTGGGAAGAAACTTATAGAA T GCTCTTCCAGCTC 
GTCATGGGGATGGTGTCATGCTTTTGAAGAGCTATCTCTGCTGATATTCATAT AGGTGGTATCAA 
CATACACTAGATGTTTAATTATGATTCTCTCTTCTTCCTTTTTTGGCAGATAC GGGGTGGAAGGTTTGG 
GAAAAGGAAATTATTCATGAAAATGAAACCTTGAATGGTATATTAGTGAAAGATGATAATTACTTACTGC 
TTGTTGCTACTAGATTACATTGTCAGCATGGAAAATTTCGTTCATGCTGAATTG GTGTGTGCCTATTAT 
TCAGATCCTCAAAGATTCAGGCTTACTCATGAGACATCCTTTGTAAGAGACCACACTAGTTTCTGGACTA 
AAACAGCAATCTCCTTCTACTTTGTCTGCTTCTGGCGACAGTTCTTCAGATCTGTTCGTAGGGCTGACTA 
TTTGACCATGCGACATGGATTTGTTACTGTTCATTTAGCACCCGGAAGTAAGTTTG CTTTCAAAAATAT 
ATCAAGAAGTCATTAGAAGATGACTTCAAGGTAGTTGTGGGAATCAGTCCACTATTATGGGCTTCAGTAG 
TTTTCTTTCTGCTTATTAACGTCAGTGGATGGCAGGCTATGTTTTGTTTGTCCATACTTCCTCTACTTGT 
AAGAAACTCATTACAGAAATTATCTGAA 
 
>0808-94-(6-5-06)_H01 
GTGGGAGTAATGGATCATCAGAATTTGGTCCCTCTCAGGGCTTATTATTTTAGCAGGGACGAGAAGCTGC 
TTGTCTATGATTACATGGCTATGGGAAGCTTATCTGCTCTCTTACATGGAACAA GGAGCAGGAAGAAC 
TCCATTGAATTGGGAAATCAGGTCTGCCATCGCCCTTGGAGCTGCTCGTGGATTGAATATCTGCACTCT 
CAAGGCCCTAACATCTCTCATGGAAACATAAAATCATCCAATATTCTTCTCACCAAATCCTATGATGCCC 
GAGTTTCAGATTTTGGTCTTGCACACCTTGTTGGGCCCTCCGCCACTCCCATCGAGTTGCTGGCTACCG 
TGCCCCTGAAGTCACTGACCCTCGGAAAGTGTCCCAGAAGGCAGATGTTTAT GT GGCGTATTGCTC 
TTGGAACTGCTAACTGGGAAGGCCCCCACTCATGCCCTTTTGAATGAGGAAG A TTGACCTACCCAGAT 
GGGTGCAGTCCATAGTTCGAGAGGAGTGGACTTCTGAGGTTTTTGATCTTGAGCTCCTCAGGTACCAGAG 
TGTCGAGGAGGAGATGGTTCAGCTCTTGCAGCTTGCAGTAGATTGTGCAGCCCAATATCCCGACAAACGC 
CCATCCATGTCTGAAGCGACAAGACGCATTGAGGAATTATGCCGTTCTAGCGCGAGAAGATCATGACC 
CACAACCCGATTTCATCAATGTTGCAGCAGATGATGAGTCTTCTCGGTGAGTTCCTT GGCCCTGCCAAC 
ATATTCTCCAAATGGATTGTAGAAGAAACTTCATTGCTTTGTTATGCCCATATCTTGCGTGGTAATTCTG 
GTGTTTTGGTTGTATCATTTGAATCCGGGCCGCCTCATCTTCTTTAATCAACTGTC ATTTTATTTTTTT 
CTTTTGCTTATTTC 
 
280 
 
 
>0810-94-(6-5-06)_B02 
AAAGAAGAAGAAGAAAAAGCTAAGCGAAAATGAGTGGGGAATCTGATCAAAAGCACTCAACAACGAAGCC 
AATTGTTGAGTCTGATCCCAAATTACACAACGATAAAAATAGCGCTAATTCCC CACTCCACCGACTAT 
GCTCCTTACCCTAAGCTCGATCCAAACGACGTCGATCCTCCGCCGCCTCCTCAAGA GACACGTGGAGCA 
GCGTTCCCATGCAATCGCAATCGCAGCCGAAATCGCAACCGTCAATTCCGACGGAGA TCCAGTGCACAG 
CGAAGCTAGGGCTCCGATCGCCGACGACGCCGCAACCACCATGCCGACCGAATCCAATCCATACATATCT 
CCTGCTCCGGCGCCGGCTCCTTCCTCCGTCAAGAATACGGTGGAGTCGGTTAAGATG GCTTGGGAAAT 
GGGGGAAGAAGGCGGCGGAGGCAACCAAGAAGGCTGAGGATCTCGCTGGGAA ATGT CAACACTTGAA 
AACGGGTCCTAGTTTTGCTGATGCTGCTGTGGGAAGAATTGCTCAAGGAACAAGTTCTTGCAGAAGGT 
GGTTATGAGAAGATCTTTCGATCAACTTTTGAGACTGTGCCAGAGGAGAAGCTTC AAGACATATGCTG 
CCTATCTATCCACATCTGCTGGACCAGTAATGGGAACTTTATATCTGTCGAC G A AACTTGCATTTTG 
TAGTGACAATCCACTTTCTTACAAAACTGGCGACCAGACTGAATGGAGCTATT CAAGGTGGTTATTCCA 
TTACACCAGTTGAGGGCAGTGAATCCGTCAACAAGCAAAGTCAAGCCAGGGAA AAATACATACAGGTT 
ATCTCTGTTGACAACCATGAATTTTGGTTTATGGGCTTTGTAAACTATGATAGTGCAGTGAAAAATCTGC 
 
>0811-94-(6-5-06)_C02 
ACTACTGCATCTGTTGAAAATGTTGGACTCCTTGGACTGACTCACATAGGGGCA AAGAGTAGTGCAGA 
TTTCAACTGCTTTCATGATCTTCTTCTCCATATTTGGGAAGTTTGGTGCATTGTTTGCATCTATTCCTTT 
ACCAATATTTGCTGCCATATACTGTGTTTTATTTGGCTTTGTTGCTGCTGTTGG ATCTCATTTATGCAG 
TTTGCAAACCCTAATTCCTTGAGAAACCAATATGTTTTGGGCCTGTCCCTGT GGGATATCAATAC 
CTCAATATTTTGTCATGAGCACTGATATGAATACTGGTCATGGACCAATTAG CAGGTGGTGGATGGTT 
CAACGACATTTTTAACACAATATTCTCATCACCGCCAACTGTGGCAATGATTG TGGGACACTGCTTGAT 
AACACGCTTGATGCAAAGCACGAAGTTAATAACAGAGGACTTCCATGGTTATCCCTTCCATAGGAGGA 
ATGGAGATTCTAGAAGTGATGAGTTCTACAATTATCCCATGAGGTTAAATGAGT CCTCCCCACCAGATT 
TATCTGAACTCTTAAACCTGTTATTGTATATTAGATATATATTTACTATGAACAAAATATTGGTTGTGTT 
TTTTATGCAAAACAAGGGGTATTCTAAATATAGAAGTAATAATGTCACCAAAGGTGAGCCCGCAGAGTAC 
TTCCCTAGTTCACTTGACCTCATATCTCCATGGCTGCTTGATATCCCTGCCAA TGCTAGCGTGACTAC 
TGACTAGTTTTTCCCAGTAGCCCATATGGAATTCTTGGTTCACTTGGTGTGTCCACTACTTGGTTGGGAT 
GAGTTCCAAACACTTGATCTTTAGTGTGAGTTCCACATTGTTTATTCACTAAAATATTACCAACAAGAGC 
GCTTGCGGCCTCATATTGTTTAACATCCCTT 
 
>0813-94-(6-5-06)_E02 
GGGTCTAAAGTGAACAATCACACAGGCCTAATTGTTGGTGTTTCTGTTTCAGC A TTTGGTTATAATTT 
TGGTGATTGGTTCGGCTTTTTACCTCATAAGGAAAATCAAGAACGCTGATGTGATTGAGGCCTGGGAGCT 
TGATATTGGTCCACACAGATTTACTTACAAGGAGCTTAAGAAAGCAACAAGGGGTTTTAGAGATAAGGAG 
CTAATCGGGTTTGGTGGGTTTGGTCGAGTCTATAAAGGGACACTGCCAAATT G CACCCAAGTTGCAG 
TTAAGCGAATTTCGCATGAATCAAAGCAGGGTTTGCAAGAATTTATATCTGAGAT CTACTATTGGTCG 
ACTTCGACATAGAAATTTGGTTCAATTATTAGGATGGTGTCGGCGAAGAGCGGATTTGTTACTTGTTTAT 
GACTTTATGCCTAATGGAAGCTTGGACAAGTACATCTTTGATGAGCCTAAAG A TTCTGAGCTGGGAGC 
AGAGGTTTAATATTGTCAAAGGTGTGGCTGCAGGGCTTTTGTATTTACATGA G GTGGGAACAAACTGT 
GATTCACAGGGACATCAAGGCAGGGAATGTTTTATTAGATTCTGATCTAAATGC GGCTTAGTGACTTT 
GGTCTTGCTAAACTATACGAGCGTGGCAGCAATCCAAGCACTACAAGAGTTGT G CACGTTGGGTTATC 
TAGCCCCCGAGCTCACACGCACAGGCAAGCCTACAGAAAGCACAGATGTGTTTGCA T GGTGCTTTGGT 
CCTAGAAGCAGTATGTGGTAGAAGACCCATTGAGCCTAAAGCATTGCCTGAG AGCT ATGTTGGTGGAC 
TGGGTGTGGGAGAAGTGGATACTTGGAGCAATTCTTGAAGTTGTGGATTCAA G  
 
>0814-94-(6-5-06)_F02 
GAAACTACTTCAGTATGGCTGGAGGTCTCTGAGGTGAATGGTGATGATGTGGTT CTTGATAAAGAATT 
CTGCTACCTTGTCTGGGTCGCTGTACACTTTGCATGTCTCCCAAATTCATATTGATCTACCTACACTCAC 
TGATAAAGATAAGGAGGTTATAAGGACATGGGGTGCTAGAAACAACATAGACTTCCTCTCGTTGTCGATT 
ACACGGCATGCAGAAGATATTCGCCATGCCCGGGAATTTATTTCTAAATTAAGTGGCCTCCATCAAACTC 
AAATTTTTGCAAAGATTGAAAACGTAGAGGGGTTGACTCATTTTGATGAGATCCTA AAGAAGCAGATGG 
TATCATTATCTCGCGTGGGAACTTGGGGATAGATCTCCCACCAGAGAAGGTGTTTCTATTTCAAAAGGCT 
GCTGTTTACAAGTGCAACATGGCTGGAAAGCCAGCAGTGGTTACTCGTGTTGT GACAGTATGACTGACA 
ACCTGAGACCTACTCGTGCCGAAGCAACAGATGTTGCCAATGCAGTATTGGATGGGA TGATGCGATTCT 
TCTAGGTGCAGAGACCCTGCGGGGATTGTACCCAGTAGAGACCATTTCTATTGTTGGAAAGATTTCTGCA 
GAGGCAGAGAAGGTTTTCAATCATGACCTATACTACAAGAATACTGTCAAATATGTTGGAGAACCAATGA 
281 
 
 
CCCACTTGGAATCTATTGCTTCCTCTGCGGTTCGTGCAGCCATCAAGGTGAAGGCCTCTGTAATTATTTG 
CTTCACTTCATCTGGAAGAGCTGCAAGGTTAATTGCAAAATACAGGCCAACAATGCCTGTCTTGTCTGTT 
GTCATCCCTCGGCTTCAAACAAATCAACTCTGCTGGACTTTTACTGGTGCTTTTGAGGCAAGGCAATCAC 
TAATTGTTAGAGG 
 
>0815-94-(6-14-06)_E05 
TTCTTATCCGAAAAGAACGAATGGAAGCTCGTGCGTCTGCGCATTTTTTGTGTCACTTTTACGGGTCAAG 
CCGCCGGCTTGTGATTTGTGAACGCACAGTTTGAGTTTGCACCAAGAAACGCAC C TTTTTCTGGGTGC 
TATGGTACCAAAAAAACACAGCTTCTCTCTTCATCTACTTGAAATACAATTCCTGATATAATAACACAGT 
ATACAGAAGATGGGTAATCTGCTTTGTTGTGTACAAGTTGACCAATCCACTGTGG ATCAAGGAGAAAT 
TTGGTAAGTTTGATGAAGTTCTTGAGCCAGGATGCCATTTCTTGCCTTGGTGCCTTGGAAGTCAGCTTTC 
TGGTCATCTCACTCTTCGGTTACAGCAATTGGATGTGCGATGTGAGACTAAGACAAAGGACAATGTATTT 
GTCAATGTCGTTGCCTCTATTCAATACCGTGCCCTGGCAGACAAGGCAAGCATGCCTTTTACAAACTCA 
GCAACACAAGAAGCCAAATCCAGGCCTATGTGTTTGATGTAATCAGAGCAAGTGT CCAAAGCTCACCTT 
GGATGATGCTTTTGAACAGAAAAATGACATTGCCAAAGCTGTAGAAGATGAACTTGAAAAGGCCATGTCT 
GCTTATGGGTATGAAATTGTTCAAACGCTCATTGTTGATATAGAACCCGATGTTC CGTCAAGCAAGCAA 
TGAATGAAATCAATGCAGCTGCAAGAATGAGGGTGGCAGCCAATGAGAAGGC G CTGAGAAAATCTT 
GCAAATTAAGCGAGCTGAGGGTGAGGCTGAGTCGAAGTATTTGTCTGGGCTGG TATTGCTCGCCAACGT 
CAAGCAATTGTTGATGGATTGAGAGATAGTGTG 
 
>0817-94-(6-5-06)_A03 
GTTGACCGTTCTATAAAAACCTAGAATTCTCTCTCACTCACTCACTCACTCA T A TCTTCCGTCAAAT 
TTCAATGGCGTCCGTACAACTACAAGCCTCAATCCCTGCTGCAATCTCTGCAAT CGTACTCGCAAACCG 
TACTCGTCTTCCTCTTTCACACCTTCTCCGCCGCTGGTTTCCTTCGCTGCTAAGT GCCGGAGACTCACT 
GGAAACGCGTTGGCCGGAGATTCGCCAGCAGAGCTATGGTTCAGCAGGCCGTACAAGGAGCTCCCGCCGC 
CTATGCCAAGGAAATGGAGAGGCTTTCCGCTAAAGAATCCCTTCTTCTCGCCTT AAAGATTCTGGGGGT 
TTTGAAGCCTTAGTAACTGGTAAGACGACGGAAATGCAGCGCATTGATGTGAATGAGAGGATAACTGGTC 
TGGAGCGGCTCAATCCCACACCTAGACCAACAACGTCGCCCTTTCTGGAAGG A T GAATTTTGAGTG 
GTTTGGGTCTGGAAGTCCAGGATTATTTGCTGCTAGAATTTTATTCGAGAGATTTCCTTCGACTTTGGCT 
AATTTGTCAAAAATGGACGTGGCGATCAAGGATGGATATGCAAAGATTACACAAATTTGAAATTATTGA 
ACTCGATAGAAAGCAAATTTATTCTTTCCACCAGGTTATCTGTGGAGGGACCACT GAATGAAGGAGGA 
ATATGTTGAAGGGATTATTGAGTCCCCAACAGTTATTGAAGAAACAGTACCA AGCTAAAAGGTGCG 
CTTGGCCAGGCAGTTAACACAATGCAACAAATGCCTGTTCCTATTCGGGATGCCATT CCAGTGGGCTGA 
CAATTCCTATAAATGGAGCC 
 
>0818-94-(6-5-06)_B03 
CAACAACCTCTGCGAAATCCAGCACCACCACGGCTACGGCCATAGCAATGGAAGAC AGCGGTCTGAAAC 
TCGAGACAGCTGCTACTACCCTGGGTGTAGAAAAGATGCAAATTGCAACTGTG GA TTGCTTGGCTAGC 
ATCAATGCCACGCTTGATCTCATGCCCGTCAGTGTCCACAAAACCACACTCACA AGCTCTCATCTTCTC 
GTGCCCAAAACAATGACGTCGAACGCACGCCCATCTCTTTCAATGCTTCGATT GTCCACCCCCAGATC 
GAGCTCTCGCCCTGTTTTGGCCTCCCCGGTTCTCAAATCGAGCGCGAGATCGA TTTGATGGAAAGGATG 
GAGAAGAGTGAAAAAGAGTGGGTTTGGAAGGGTTGGTTTGTGAAATTGGTGG G TTGAGCTTGTTTT 
TTGTGGTGGAGTTTG 
 
>0821-94-(6-5-06)_E03 
CTCAACTCTTCAATTTCTCCTCATACAAATACTCAGACAGCCTAACAGTGGTGGGCATCTCATTCTGCAC 
CGCCATAGTCTGCGAGGCCATCTCCTGGCTCCTCATCTACCGCACCAACTCTACAAATCCCTCCGCTCT 
TCAATCGACAAAGCCGCCAAAAAACTCGAGACCATGAAAACCGAATCCCCAA T TTCCTCCTCCTCCG 
TCGCTAAAGTCAAAATCAGCAACAAGAAATCCAAGACCAAGAAGATCGATCGCGTCGAGACGAGTCTCAA 
GGAATCCAGCCGCGACCTTTCTCTCTTCAAGTTCAAGTCCGGTGCCGTGGTGCGCT GTTCTCTTCGTC 
GTTTTTGGCCTCCTAAACTCCTTGTTCGAAGGCAAGGTTGTGGCGAAATTACCGTTCAAGCCCTTCGGGA 
TCGTCATGAAGATGAGCCATAGAGGTTTACACGGCGACGATGTCACCGATTGTTCGA GCCATTTTTGTA 
CTTTCTTTGCTCGATTAGCATTCGCACCAATTTGCAGAAATTCTTAGGGTTCGCTCCGCCACGTGGCGCC 
TCGTCCGGCCTCTTCCCCATGCCTGATCCCAAGACCAATTGATCTCATCTGGTT GCGAATCTAGTCTCC 
CTTTTTGTTTTTCATAATTTTTAGGTCATGTGGAATGCCTAAAAGGAACTGTTTTTTGTTTATGAATAT 
TTGGGTTGGATTTGAAATTCCTTGACCTGAAAATAATTGGGTGCCACTTCCTAATTAGTTTTCGTTTTTT 
AGCTTATTGATTTGCTCTTTGAATGGAAAATTCAATGTCTTTTACTGTGGGTATTGCAATGCTTGTGC 
282 
 
 
CATTTGGTCATCTCATTTATGTGAGGTTAA 
 
>0822-94-(6-5-06)_F03 
GTTTGGTTACCAAAAGAAACTAACAAAAAACAAAAACAGAGAAACAACCTTTTTGG TTCATTGTTTTAG 
GGTTAGGGATTTTGTTTCTGCTTTTGTTTAATTTTGTGTTTGATCTTCCAAA AC AACTCTAAAAAAAA 
TAAAAAAAGATGGAAGGAGAGTTTCAAGACTGGGAGGTGCTTCCCAACTCGG GAGT GCGTGGTTGACT 
CGTCCGAGTTAGATGAAACAAATCAGAGAGAATTCGAGGGAATCGAAGGTGACTC GAGGGGATGATTCA 
GTCTGATTACTTCTCGCTGGAGAATCAGGAGAGGTATGCAAAGACTACTATTGTTGCCGCGAGCGAGGCT 
GGTGATTCGGTTGAGTCAGACAATCCGAGTTGGGTTGATCCCGGGTCGGAGACTCGGTTTGCAAATAAGA 
GCTCGGGCGAGCTCTGGTCCGATTCGAGCAGCGATCGTTCTGACGAGCGTAAATC GTGACTTTGATGC 
TAAACAGGAACTGGGTCTTTCGGAAACTGTGAAAAACCTAGTGGGTTTTCAAGGGATTGAAGAAATGAAA 
TCGCTGGATGGAAATTCGGCTAAATTCGATGACTTTGATGTGAAGAACGAATTGGGTTCTTCAGAAAATG 
CGAAAATCCAAGTGGGTTTTGAAGGGTTTGGTGAAATTCAGACCCGGGATAA AT CAATCGGGTTCTG 
GGCTGATTCTGGTGATGATGCATTGGTTTCAATGAAATTTGGTGATGATTAT TTA GCAAACAGAGGA 
 
>0823-94-(6-5-06)_G03 
GATCAAGAAGCCACCTCAGAGCTACTGCCCATCAATTTTGATGGGTTGTCAAAGGCAGTGAAGAAGGGAG 
ACACCATTTTTGTTGGTCAATATCTGTTCACTGGAAGTGAAACTACTTCAGT GGCTGGAGGTTTCTGA 
AGTGAAAGGGGAAGATGTAGTTTGTGTATGTAAGAACTCTGCAACACTGGCTGGGTCATTGTTCACTTTG 
CACGCCTCTCAAGTTCATATTGAGCTGCCTACCCTCTCTGATAAAGACAAGGGTTATAAGTACTTGGG 
GTGGGGAGTTCAAAATAAAATTGACTTCCTCTCACTATCATATACCCGGCATGCAG AGATGTTCGCCAG 
GCCCGCGAGTTTCTTTCTAAGACGGGTGACCTCAGTCAGACTCAAATTTTTGCAAAGATTGAAAATGTAG 
AGGGGTTAAACCATTTTGATGAGATCCTTCAAGAAGCAGATGGTATTATCCTTTCTCGTGGGAATTTGGG 
CATAGATCTCCCACCTGAGAAGGTGTTTTTATTTCAAAAAGCTGCCCTCTAAAG G 
 
>0824-94-(6-5-06)_H03 
ATAAATTCTCTCTTTCTCTCTTTCTTTCTTTCTGCGTTTCCCTTTCTTCACCTG AAACTTCAATCTCTC 
TCTTCCCCAAATCTTCGAAGAATCAATGGCGAACAGTAATCTTCCTCGAAGAATTATCAAGGAAACCCAG 
CGGCTTCTCAGTGAACCAGCTCCCGGAATAAGTGCTTCTCCTTCCGAAGACAAT TG GATACTTCAATG 
TTATGATTCTTGGTCCAGCTCAATCTCCTTATGAAGGTGGAGTGTTCAAATAG TGTTTCTTCCTGA 
AGAATATCCAATGGCAGCTCCTAAGGTTCGCTTCCTGACCAAAATATATCATCCTAATATTGATAAGCTT 
GGAAGGATATGCCTCGATATTCTTAAGGACAAATGGAGTCCAGCCCTCCAAATC G CAGTATTGCTGA 
GCATCCAAGCTCTTTTGAGTGCTCCAAACCCTGATGATCCACTTTCCGAGAA ATT CAAAGCATTGGAA 
GACAAATGAAGCTGAAGCTGTTGAAACAGCCAAGGAATGGACCCGTCTGTATG AAGTGGAGCCTGATGA 
GCTTGTTGGTCAACATATCAATCTCTAAAATGTCTGTTAAACTTGATGGTTG TTTGTCATTTGGTATTA 
AAAATATGAATGGAAAAATGATCTGTGACTTGATCTATGAAAGATGAATCTTCT GAGAACATCAATTAA 
CTGAGAGTCATCATCAGGAATGAACAAATGATTTCTGAGTTGATCAATGAAGATG TTCTTCTGAAGAA 
CTTCATTTATTTGATAGTCATCTTTAATACTTGAAAGGCTTTTTCATCTTTTGAAGAGCCTGCTTTTAAG 
ATCTGCATGATTATATTGAAGTTTGATATCGATTTTTTTGTGCACTTCAACTT ATTTTA 
 
>0825-94-(6-5-06)_A04 
ATAGGAGGAAGCAGTTTGAGCTTGAGGATTTGCTTAGAGCTTCGGCGGAGATGCTTGGAAAAGGGAGCTT 
GGGGACGGTGTATAGGGCGGTGCTCGATGATGGAGCAACCGTGGCTGTGAAG CTC AGGATGCGAAC 
CCGTGTGCGAGGAAGGAGTTTGAGCAGTATATGGACTTGATAGGGAAGCTTAAGCATCCAAATATTGTGA 
GGTTTAGAGCTTATTACTATGCCAAGGAAGAGAAGCTTCTTGTCTATGATTCTTCCTAATGGGAGCTT 
GCATTCACTTCTTCATGGGAATCGGGGTCCGGGGAGAATTCCTTTGGATTGGACTACAAGGATCAGCTTG 
GTGCTAGGAGCGGCTCGAGGACTTGCAAAGGTTCATGAAGAGTACGAAGGAT AGAATACCACATGGGA 
ATGTGAAATCTTCGAATGTACTTCTTGACAAGAATGGTGTAGCTTGCATTTCTGA TTGGGCTTTCCTT 
GCTTTTGAACCCGGTTCATGCCATTGCAAGATTAGGAGGGTACAGGGCTCCT AACAAGCAGAAATCAAG 
AGGCTGTCTCAAAAGGCAGATGTGTACAGTTTCGGGGTCTTATTGTTGGAATTCT CAGGGAAAGCTC 
CATCTCAATACCCTTCACCAACTCGGCCTCGGATGGATGAAGAGGAACAACTGG TGTGGATCTTCCCAA 
ATGGGTTCGGTCGGTTGTGAAGGAAGAGTGGACTGCTGAAGTGTTTGATCAAGAACTTTTGAGGTATAAG 
AACATTGAGGAAGAACTTGTGTCAATGCTTCATGTGGGGTTGACTTGTGTGGTGCCACAGCCTGAAAAGA 
GG 
 
>0826-94-(6-5-06)_B04 
TGGGGACCTCCTGTTCCTCCTCACTATTCTCCTTATGCACCTCCTCCCCCTGGTTCAACCATGTATCCTC 
283 
 
 
CTGTCCAGGGTCAACCTATGCCACCTTATGGTGTACAGTATCCTCCGCCTGTGCAGCCAGTTCCCCCTGG 
TGCCCCTTCTCAGCCTCCAACTTCAAGTGAAGCACAACAAAGTTACCCTCTTGGAGTGCAAACTGAAAAC 
AGTACTTCTGCTCAATCTATACCAACCAATATGTATGGGAACTCTATGGCTGCA GCCACAACCTACAT 
ATCCCACATCTTCATATGGCTATCCATCTTATTACAGTGCAGTTCCACCGCA T CGCCTCCTGCATC 
TGTTCCTGGCTCAACTGCTGATCAATCACAGAGCATTGGAAATGTTCCTTGGG CACAAATCCACAGGTT 
CCCCCTCCTGGTTCTTCTGCAGAGAAGACAAACTATGGTGCAGATGCAGAGATGAGAAGTTTATGTCAG 
AGATGAAATAATTTGGGTTCTTTTGTTACCAACAAGTTGATAGGCTGATGTTCATGGAGATGTGTCAAC 
CTGATTTCTTTCCTCTTGCCATGATTTTGTTGGAAGTTGGGACTCACATCTTT A CTTGCTGTGCTGTT 
ATGACATTTGCAGAGACTTGGAGTAGTTCAGCTTGTAGAGTCTTGTATTGGAGAA CCACTTATATGATT 
ATTATTATGAATCTCTGGGTGCTCTTGTAGGACTTAAAATTCTTTTGGTGCTTGCTTGTTACCTTTTACA 
GAATGTCTGTCTCCTAATGTTTTCTTTCTATCAGTTATCTGAACTTTTTTCC 
 
>0829-94-(6-5-06)_E04 
TACCTCCTGGTGTTTATGACCCTGAGAGCATGAGGCCTGCTTACTTACCAAA GGTCTAGAGCCAAATGG 
AATGCGCTATCCTGAAACACATGGAGAGCGCCATTTGAGATCTGATTCAAGCAGCAGTTCTTTGTTGGCT 
TCCACAGGAATTGACTCTGATTTAATAAACGGAACTCGAGGACCAACTCCTTCACCTGGAGATCTGCCTG 
GAACTGATGAAACTAACATATACCACCAAAACCGGGTGCTTATGACTGCCAATGGGACTGATGAAAATCC 
CAATGTCAGGCTGCCAAATGGTGGAGGGGTTCAGCAAAGTGGCAGCAGTGTGT A GCAGTTGATGGC 
AAGGATTCTGGGTCTTTCCAAGATGGTGAGAATGGTATGAGATCTAAAAATCTGCGCTGCCTGTTAACA 
GCAATCAAGTTGAGGCAGAATGGATAGAACAGTATGAGCCTGGTGTATATATA CTCTTGTGGCCCTGCG 
AGATGGAACTAGAGATCTCAAACGAGTTCGCTTCAGCCGAAGAAGATTTGGAGAGCACCAAGCTGAGACT 
TGGTGGTCAGAGAACCGTGAAAAGGTTTATGAGAAGTACAATGTTCGTGGGAGACAAGTCATCAGTTT 
CTAGCTATGCTGGACGCAGATCAGAGGGAGCTCTGTCACCATCTTCCCAAACTTAGC AATCGGAGGGAG 
GGATGGAGGGAGGGAATGCCATTCACACTTTTTGCATCGGTAATTATGATGAT TTGAAGCGAACACATT 
TTCTTTTTGGTACTTCTTTCCTTCCTTCTCCCCCCCCTTCCTCTATTTTTTTAATTATTTTTTTC 
TTTTTTAGAATCATTTTTGTTCCGTCCAATTAATTTCTGGGTATCTGCCTTTA A ATCTCTTGTATTG 
 
>0830-94-(6-5-06)_F04 
GTTCGAGCTGAGCATTCTCAGATTAGTCCGCAGATGGCACCATCATGGTTTGACCAGTATGGAACCTTTA 
AAAATGGACAGATGCTGCCAACATATGATGTGCGGAAAAAGGCTTTGGAGCAGCCTTTCATTATTGGAAA 
GCCATCTGACAGTTTGCTTGCTCATAATTCTGTGGAGCAAGTTAATGCTACGATGCTAGTCATCCT 
GGTAATGTCCAGCAAAGTTCTACCTCCACATCAATGGCAAATGATCAGTTCTCATCCCCTCATTTATTGC 
CTCCTGATGTCCCTGATCAAAGCCTGGTTGTTGTGAGACCCAAGAAGCGTAAGTGCTACGTCCGAACT 
TATACCATGGCATAAGGAACTAACAGAGGGTCCCCAAAGGCTCCAGAATATCAGCACGGCAGAATTAATC 
TGGGCCCAAGCAGCAAATCGACTGATTGAGAAGGTGGAAGATGAAGCTGAAGTAGTTGAAGATGGACTAC 
AGATGCTTAGGCTGAAAAGAAGGCTTATTTTGACAAAGCAGCTTATGCAGCAACTGCTTCGCCCTCCTCC 
AGCAGCCTTTCTATCTGCAGATGCTAGCTCACACTATGAGAGTGTGGCTTACTTTG TGCTAGATCAGCC 
CTAGGGGATGCATGCAGTGCAACCTTTTGCTCTGGAAGGGATACCCTTGTGCTT ACGGCAGAAACC 
TCCTGTCCGAGAAGCTTAGAACATCTGGGAGAATTGATGATCGATACTTCGCGAAG TTGTGGAAGACTT 
TATTGGCGAAGTGAGGAAGCTGGAAAATGATCTGTTGAGACTGGAGAATAACC C ATATTAGACTTG 
AGAGTGGAATGCCAGGATCTGGAGAAGTTTTCTGTCATC 
 
>0831-94-(6-5-06)_G04 
TGCGAATTTCTTTCTTTATCATTCTTTCATCTCTTGGAATTGAGTCTACTAGGG GGAGCCACCAAGAAC 
TGGCAAGCACTTTGTGCTAATTCATGGAGCATGCCTTGGAGCTTGGTCTTGTA AA CTTGAGACACTG 
CTAAAATCTTCAGGGCACAACGTCACTGCACTAGACTTAGGCGCTTCTGGAA AACCCACTGCAGGTAA 
ATGATCTCCAATCAAGTTCTGACTATTTCAAGCCTTTGAGGGACTTCATGGAAGCTCTTCCTTTTCATGA 
AAGAGTAATCCTTGTTGGTCATAGCTATGGTGGGTATGCAATTTCTCAAGCCATG AATATTTTCCAAGT 
AAGATTTCTGTAGCTGTTTTTGCCACTGCCTTCATGCCTGGGCTGACCCTCAACTATTCCACCCTCAATC 
AAATGAGAGTGAGCCAACAAGGCCCTCAGCTTGACAATCACTTTACATATGCAAGGCCCAAACAACCC 
TCCAACTACTTTAATCTTCGGGCCCTTGTACTCGGCATCAGAATTGTTCCCC TAGTCCAATTGAGGAT 
TTGACACTGGCTACCTTGTTGTTGAGACCATTACGTTTGTTTAGTGATGAACCTGTCAAAGCAGCTAA 
TGCTGTCTACTAAGAAGTATGGGTCAGTTAAAAGGGTTTTCATCATAGCTGA AAA ATAAGACGATGAA 
GAGAGATTTTCAATTGTGGATGATTGAGAGAAATCCACCCAATGATGTGGTG A A CAAAGGATCAGAT 
CACATGGTCATGATGTCTAAGACAATAGAGCTTTGGTCTCGTCTCC 
 
>0833-94-(6-5-06)_A05 
284 
 
 
TTTGGGTTTCAGAAACCTAATCTTATCGCAGCTCTCCACCATGACAGTTTTCTC CCACAAAGCAAGAT 
GATCGTGACCAACATCCAAGGACCTCTTATTTTAATTCCCCACCGTTGGATA CTCTGTTGCGTTCCCAC 
AAGCAACTCCAGCTTCCATTTTCCCTCCTTGTACGTCAGACTATTATCAACT G TGATCTACTGAGTCC 
TGAGGAGCAGACTCTGAGGAAGAATGTAAGAGAGTGTATGGAAAAAGAAATGCCCCAATAATGACAGAG 
TATTGGGAGAAGGCGAAGTTTCCCTTTCATATTATTCCAAAACTTGGTGCCTTGCGTATTACTGGCGGCA 
CAATCAAGGGTTATGGGTGTCCTGGTCACTCCATTACTGGAAGCGCTGTTGCTACAGCAGAAGTTGCTAG 
AGTTGATGCAAGCTGCTCTACTTTCATACTGGTGCATTCATCTCTGGCAATCT CTATTGGTGAGATC 
TCCATATTACCTTTCAATTGTCTTGACCTGATAAAAGTAGTGGAAGGGTTTTAT ATTTTAATTTTTTA 
ATTAAGAAAAACAAGACGCTGTTAATAAATCTTAATATTACTTGTCTGGACCCAATTATAGCATTGTG 
TGGATCGGAGGCACAGAAGCAAAAATATCTGCCTTCTTTGGCAGAGTTAAAAC GT GCGTGTTGGGTA 
AGAAGCCCTTGGCATTCTATTACCATATGGGATTCCAAAAACACATTTAATA G G TTCTGTCAAACTT 
TAGTTACTGAAATATGTTGTTTCCACATCTTAAGGCTTTGACCGAGCCTGAATA GAAGTGATGCTAGT 
GCATTGAAAACGATAGCAACAAAGG 
 
>0834-94-(6-15-06BAD)_H10 
ATTTTCCCTTCTAAAAGAAGAAAGGTAAATGCACCTGAAGTTGTTCCTTCAA AA TTACCTGCTAGAA 
GAAAGGAGAGATCACTATCATCGTTGGTGGTAAACACTCCTAGAGTATCGACACAGGTTACTATGACTGG 
AAGAAGATCAAGAGCTGTTGCAAGAAAGGCTGCTGCTTTACAGGGCTCCAGT TTCCATTGAGAAACTC 
GTTAAAAAGGAGGAAGATTCTGTGCGAGATCATCCTGACAGTTCAAGCTCACCTGAGACTTCAAATAAGT 
TTCCTCAGAATACTAGGCAGGGGTCTGATGCTAAATTAGAAGCTGCGCAAAC AAC CCGAAGGTCAAGG 
GCGAAAAACCAAAAGCAAGGAAATGAAATTCAGATCAAAAGTTGAGGTTGAGAAGAATATCACTGATCCT 
GTCTCTTCAGAACTAGGAAAACCCAAAATTTTGCGAAGGGTGAGACGAAAAG AAATCTGCTTTTGGAG 
AATCAGAAATTTCACCCCAAGCTGTGCTAGAAGCTGCTGGTGGTAAACATGG A ATTTGGTCCAGT 
TTGGTTCTCTCTAGTAGCTTCAGAAGACCAGGAAAGGAAATGCACCTTTGCACAAA 
 
>0835-94-(6-5-06)_C05 
GATGATGGAATTGCTCCTGATCATCGACCAACAAATGCCTGCACGAGAGTTTAGCA ATCTTTCCCGTG 
TGCTTGAGTCTGCATTCACTGCACTGGAAGGTCTTAACAAACAAGCATTCCTGACTGAATTGGGAAACCG 
CTTGCATAAAGGGCTGCTTAATCATTGGCAGAAGTTCACTTTTAATCCCAGGGGGGACTGCGGCTGAAG 
CGTGACATAACTGAGTATGGAGAATTTGTGCGCAGTTTCAATGCTCCTTCTGTTGATGAAAAATTTGAAT 
TGCTGGGCATCATGGCAAATGTCTTTATTGTTGCTCCTGAAAGCCTCTCGACTCTATTTGAGGGTACCCC 
TAGTATCCGAAAAGATGCACAAAGGTTTATTCAGCTTAGAGAAGACTACAAGAGTGCAAAACTCGCAGCC 
AAACTTAGTTCCTTGTGGCCAAGCTTGAGTTGATATGGAAGTGGAATGCTGATTTAAATTTGACTTTGAG 
ATTTCTTGAATAGTTCATAGCAAGCTGTTACTAAGCTGTGGAGACCAACTCTCAAGTTGAATTAATTTG 
GTGGCACCTGAACCAGTACGAGATTAAATTAATGGCCATGCTGATGAGCTCATCTTTGGACAGAAAATTC 
AGTACAATAGATTTTTTTTTTTTTATTATTATTATTATTTAAATTTCTTTCTCTTGGAGTGTATATTT 
TTTGAAGGTATGGATAGGATGAGCAATAGGTTTGTATTCATTTAAGGAATTAACT ATGTTAGGTTCAAT 
AGCTCTTGTTTGTGTGTCGAGGAAATTCATGTCCCGGTGTGCACCCTTGTAAA GA CTTTTTGGG 
 
>0836-94-(6-5-06)_D05 
ACACAAAACAAACACACACAAAATCACAGAAAAAGCACTTTCTACTTATATG GGATAATGGACATTCC 
ATTCTTCGCAAGCCGCCGCTGGAATACGAAAACGACGCCGTCGTCTCGGAAAGTAGTGCCGATCCCCGTC 
CAATTCGTCGGGTCGGGGCGGGGCGGATCGGAGTCCGACTCGTCAGCGTTGAAGATCCAGAAGGTGTTCC 
GAGGGTTTCTGGTGAGGAAGAGCGTGAAGAAGATCGCGGCGATCAGGAGAGA TC TGAGGTGGAGAG 
GCGGATCTCGAGGGAGGAGGCGCTGGAATCGATGAAGAACGACCCGAAGGAGA GCT GGGTGAACGAG 
ACGCTGATGAGCTTGCTCTTCAGGTTGGATTCGGTGAGAGGCATCGATTCGG GGTTAGGGATTGCCGGA 
AGAGTGTGATCAAGAGAGCGATCGCGTTGCAGGAGTTTTTGGACTCCATTGTTGCTGATGAACAAACCCT 
AGGCGATGTTGATGAAGCTTCCGACTCCTCCGGAATCGGTGAAAAGCAAGGTAAAGTCTCTGAGCCTGAG 
GTTGAGATTTCTGGTGCTAATTGCAATTTGTCTGCGAATTGTGATGAGTATA AATACAAGTTGCTG 
AGTCTATGAGTAATTTGAGTGAGCCTGAAGAGACTCTAAAATCTGCTGCTGATTTAGTTTGTAATTGTAA 
TTTGTCTGCGAATTGTGATGGTTTAGAGTCGGAAAATCGTGTTGATTTTGATGAGTCCGAGAAGATTCAA 
GTTGCTGAGTCTATGAGTAATTTGAGTGAGCCTAATGAGACTCTAAAATCTGCTG GATTTAGTTGGTA 
ATTGCAATTTGTCTTCGAATAATGAAGGTTTAGAGTCGGAAAATCGTG 
 
>0838-94-(6-5-06)_F05 
TAAAACTTGTAAATCTCTCTCTCTCTCCCTTTGCTAGCTATACAAAAAATCC CAACAATGGTCTCTGT 
GAGGACCCAATCTAAGCATGTGTGTGTGATCGGGGCTGGACCATCAGGGCTAGTA CTGCAAGGGAGTTG 
285 
 
 
AGGAAAGAAGGCCATAGTGTGGTGGTTTTGGAACAAAACCATGATGTTGGAG CCAATGGCTATATGATC 
CAAATGTTGAGGTTGAGGATCCTCTAGGAAGGAACACTTTTCTAAAGGTACATA TAGTATTTATAACTC 
TTTGAGGCTCACATCTCCTAGGGAGATCATGGGGTTCACTGATTTTCCATTTTTGGTCAAGAAAGGTAGG 
GACATGAGAAGGTTCCCTGGCCACAAAGAACTTTTTCTGTACCTAAAAGATTTTT TGAATGGTTTGGGT 
TAAGGGAGATGATAAGGTTCAACACAAGGGTGGAATATGTGGGTTTGTTGGA TC AAGCCATTGGCAA 
AGATTTGAGATGGGTTGTTAGAAGTAAAGAGAAGAAGACTGAGAAAGTGGTGGAAGAAGTCTTTGATGCA 
GTGATTGTAGCCACTGGTCATTACTCTCAGCCTAGGCTGCCTTCCATTAAAGGC TGGATGCATGGAAAA 
GGAAGCAAATGCATAGTCATATCTACAGGGTTGCCGAGCCATTTCACAATGAGGTTGTTGTGGTGGTTGG 
AAACTCCTTAAGTGGACAAGATATATCAATGGAACTTGTGGAAGTGGCAAAA TTTACCTCAGCTCT 
AAATCTCTTAACATTTCGGAAGGTCTATCAAAAATTCTCTCCAAACATGACACCTTGCATCTTCGTCCAC 
AGATAGAGTCTCTTCATGAAGATGGACGGGTTCTATTTGTAGATGGCACTTGGGTTATTGCTGATACTAT 
CATATACTGCACAGGG 
 
>0839-94-(6-14-06)_C06 
TGCTGCTTTCTATATCTTTTCCTCCAACAAACCCAAAGGCTGCTTAGATCCT GAATTTCAAGCAGTTT 
AAACTTGTAAAGCGCACACAATTGAGCCATAATGTGGCTAAGTTCAGATTTGAAC CCTACACCAACTT 
CAGTTTTGGGTCTTCCAATCGGACAACATATAAGTTGCAGGGGCAAGGATGGCGA GGTGAAGAAGTGAT 
CAAACCATATACTCCAACGACATTGGATTCTGATGTTGGACATTTTGAACTA TTA AAAGATGTATCCA 
CAAGGAAGGATGTCACACCATTTTCGTGAGATGCGGGTTGGAGATTATCTTGCTGTAAAGGGACCCAAGG 
GCCGTTTCAAGTACCAACCTGGCCAAGTTAGAGCATTTGGCATGATTGCTGGAGGCTCTGGAATTACTCC 
CATGTTCCAAGTTGCTAGAGCCATATTAGAAAACCCCAAAGACAAGACAAAGGTGC CCTTATTTATGCC 
AATGTTACATATGAGGACATTCTTTTGAAGGAAGAACTGGATGGTCTTGCTAG AACTATCCTGATCGCT 
TCAAAGTCTACTATGTCTTGAATCAGCCTCCTGAAGAGTGGCATGGTGGTCTTGGCTTTGTATCAAAGGA 
GATTATTCAAACTCACTGCCCTGCACCGGCCCCTGATATTCAGATTCTGAGGTGTG TCCACCTCCCATG 
AACAAGGCCATGGCTGCACACCTCGAGGCCCTTGAGTATACATCTGAGATGCAGTTCCAATTCTGAATTT 
CTTTTGCAAGGTCTTTAACCTTGACGATTGCCCTTGAATGTACATCTGATATGC ATTCCACTTTTGAAT 
CTCTTTTGCAAGGTCTTTAAAGTTTAACCTTGATTTGGACTGGCTTTTATTACTTTCAAGTATTGAAGAA 
CAGACATTATATCCTGGGAATTTAATGTCTTTTTCTAAAGTCTAAATGG 
 
>0841-94-(6-5-06)_A06 
TTTTAGTCGCTCTTCTTCTGAAAGGCAGCTAGGGTTTTAAAAACGCTTCCCCAAAATCTGCATTCTTT 
TGGCCTCTCGCACACACAACTCAGAAAGAGAAAAGAAAAAACAAAGACACACAGATGGGGAAGAAAGCAA 
AGGGTTCGCGAAAGGGAAAGAAAGCATGGAGAGCAAACATAAGCAGTGCAGACA CG AGACTTCTATGA 
GAAATCCACAAAAGACGCTCTCTCCGGTGGCTCTCTCTCCTCCGCTCCCAGTGA TCTCTCTTCTTCGTC 
GACAAGTCCACTGATCTTTCGGTGAAGCGGAAGATTGAAAAACATAGGGAGA A T CTCCGCTGCGACA 
GCGTGCTACAGAAGAACCCTTTTGTTCAAGCAGTGCCGTCTTCAACACTGAGAAACCCAAGAGAAAGCA 
GATGGGGGTTTCAAAAGCAAGTGATGCTACTCAAGTTGGTACCAAGGATGATTC GCTATGGTTGACATT 
TGGGATGACAAAGGTGAAGACAACCGCAAGTCCAAAAAGAAATTGAAACATTCGGTTATTCCAGCAGTAG 
AAGTTGAGCATCCAGGTTGTTCATTCAATCCCTCAGAAGAAAGTCATAAGGATGTTTTGGCTCATGCTGT 
TGCGGAAGAAATGCAGAAAGTCTATCAGAATGAGTTGGGACCTCAGCCAGTCC ATTAACTGTTCCTGGC 
AAAGTTATTGATGAAGAAGAGATGTATTTTATCGATGCGGATAATGCAAGTATGA GATGATGAGATGA 
ATGTGGAAAATGAAAATGAGGATACTGCACAAGAGAAAAGATCTAGCAAAATAA G GGGTGACCCGAGT 
TGAGTTAAATAAGAGAGCTAGACGTAAAGAAAAGATGAAAAAGGAAGCAGAGGCTAGAAAGATGGAGGGA 
GTTTCTAAAGAAA 
 
>0842-94-(6-5-06)_B06 
TTGGACGCGGAATAGTGACTGATGCAATTACAACTCCTGTGGTTAATACTTCTGCTTACTTCTTTAAGAA 
GACTTCTGAGCTCATTGATTTCAAGGAGAAACGCAAGGCAAGTTTCGAATATGGGCGGTATGGAAATCCG 
ACCACGGTTGTTCTTGAGGAGAAGATAAGTGCGCTCGAGGGGGCTGAATCGACC TGATAACGTCATCTG 
GCATGAACATTAGCACGGTCATGTTGATGGCACTGGTTCCTGCTGGTGGGCATCTTGTGACGACGACAGA 
TTGTTATAGGAAGACTAGGATCTTCATTGAGAACTTTCTTCCCAAAATGGGGATCAAGGCTACAGTCATT 
GACCCTGCAGATGTTGGAGCCTTGGAATCTACACTGAATGAGAACAATGTTTCTCT TCTTCACAGAAT 
CGCCTACCAATCCTTTCCTCAGATGTGTTGACATTAAGCTGGTTTCAGAGCTTTGCCACAAGAAAGGAGC 
ATTGGTCTGTATAGACGGTACCTTTGCAACACCCCTCAACCAAAAGGCCCTGGCCCTAGGGGCCGATCTT 
GTTCTGCACTCTGCAACAAAATACCTTGGGGGCCACAACGATGTACTTGGAGGTT CCTTAGTGGTTCTG 
AGAAGTTGGTCACAGAAGTTCGTACTTTGCATCATGTTTTGGGTGGTGCTCTCAATC GAATGCCGCATA 
CCTGATCCTCCGAGGCATGAAGACACTGCATCTTCGTGTACAGCAGCAGAATTCAACAGCGCTAAGGATG 
286 
 
 
GCCAAGCTTTTAGAGGCACATCCTAAGGTAGCGCATGTCTATTATCCTGGGTTGCCAAGTCATCCTGAGC 
ATGAACTTGCCATGAAGCAGATGACTGGTTTTGGTGGTGTGGTCAGTTTTGGTTGATGGAGACCTAGA 
CACCACCATACAGTTCATTGACTCACTG 
 
>0843-94-(6-5-06)_C06 
AAACTCAAAGACACAGAGAGAGAGAGAGAGAGAGAAGGAGAACTCCTCCATCAAAA GGCCAAGAAAG 
ACCAAAAAATGTCAGAAACAGAAACAGAAGAAGAAGAAACTGAAGCAGAATCT TGTCAGAGTCAGAGTC 
TGGGTCTGAAGAACAAAAACAAGAATCAAAAGGTGGTGGAATAGACTACATTA GAG CTTCCTGATGTG 
CCTAGGAATCTCCCACCTCACGTTGAGCTGCAAAGAACCCGTGTCTTCGCCAACATTGATGCTCCCACCC 
ATACAGACTCTATACAATACTCTGGTGCTTTTGCATCTGTAGGACTCGATAATAGCTTCCGGTTGGACCA 
ATTCCGCAACAACTTTAGAGTTGAAGTGATTCGATTCTCAGATGATGGCATG A GGAGTTTGATATG 
ATTGGTATTGATCCAGCAATTGCAAATGCATTTCGGAGAATCCTGATTGCTGAG T CCAACTATGGCTA 
TTGAAAAAGTTTTTATTGCAAACAATACATCACTAATCCAAGACGAGGTGCTT CC ACAGGTTGGGTCT 
CATTCCAATCAGCGTTGACCCAAGGCTTTTTGAATATGCAGAAAACAATGCACCAAATGAAAGGAATACC 
ATTGTTTTCAAGCTCCATGTTCAATGTGCAAAGGACTTAGAAGAAGAAAAGGCCAATCTAAAAATAAAA 
AAGAGGAAAAGAAAGTTCCCCCTCGTATCACAGTAAAAGCCAAGGATTTGAA GGCTGCCTAAAGGAAG 
CGAGTTTTATTTAGAATCAGAGGATTCAAATTCCAATTCATCCTCAAAATCG AACATATACTTCATTT 
ACTTGCAGCCAAGATTCTCTCCCGGAATTTTCCAACAATAAAATTGGATTCAAGGAGCCACTTGATGATA 
TTAATATTGCTAGACTTGG 
 
>0844-94-(6-5-06)_D06 
AGGGAGAATGGTGTCCTTGCTTAAAGTGAACCATCAGCAACACTTTGCGGTT TCCAGTGGTATTAGA 
CCCAACAACAGGACTTTTCATCGCAAGTCATCTTTCATCTCAATGTCTTCCAGGTCACCCACAACAATTC 
AACATCTTCACAATACAGTGTCATCATCTTCGAATCACAACCTCGACATTCC CATGGTAAATGGTTG 
TTCAGGGAAAATGGGGAAAGCTGTTATCAAAGCAGCAGATTCTGCAGGACTT ATATTGTTCCTCTATCA 
TTTGGCTCTGCAGTGGAGAATGGAAAAACTGTGCAGGTGTGTGGGAAGGATATTCTC ACATGGTCCTG 
ATGATAGAGAAAATGTTCTTGCATCTGTCTTTGATGAACATCCAAATTTAGT GTT TGGACTACACTGT 
GCCATCTGCAGTAAATGATAATGCAGAGCTATATTGTAAAGTTGGAGTACCCTTTGTGATGGGAACTACT 
GGTGGAGACAGAGACCGGTTATATAAGACAATAGAAGACTCTAAAGTTTATGCAGTAATTTCCCCACAAA 
TGGGTAAACAGGTTGTTGCATTTCTTGCAGCCATGGAAATTATGGCAGAGCAATTTC TGGGGCCTTCTC 
AGGTTACTCCCTACAGGTGATGGAATCCCATCAAACAAGCAAAGTGGACACATCTGGAACTGCTAAAGCT 
GTTATTTCTTGCTTCCAGAAATTGGGGGTGTCTTTTAATTTGGACCAAATAGATACGGGATCCCC 
AGCGACAACTTGAGATGGTGGGAGTTCCAGAGGAGCATTTGTCTGGTCATGCATTTCATATGTATCATCT 
GACATCACCTGATCAAACAGTTTCCTTTGAGTTTC 
 
>0846-94-(6-5-06)_F06 
GATCAAGGTTGATCTCCTTGTGGATGTGCCTGTTATTGGAAGAATAACTCTAC A TGAGAAAACTGGA 
GAGATCCCTATACCTTACAAGCCTGATATTGATATTGAGAAAATAAAGTTTGACAGATTCTCCTTTGAAG 
AAACTGTTGCAGTACTTCACTTGAAACTGGAAAATAAGAATGATTTTGACTGGGGCTTAATGACCTAGA 
CTATGAGGTTTGGCTGTGTGATGAGAGCATTGGATCTGTAGACCTCCAAAAAT TGC AATCTTGTGAAA 
AATGGAATCACTTATATTGATATTCCCATCACCTTCAGGCCTAAGGACTTTG TCTGCACTTTGGGACA 
TGATTAGAGGAAAAGGCACTGGTTACAGCATGAAAGGAAATATTAATGTGGATACACCCTTTGGAGCAAT 
GAAGCTGCCCATCACCAAGGAGGGTGGTACTACCCGTATCAAGAAGAACAAAGAAGATGGTGGTGATGAC 
GAGGAGGAGGAGGAGGAGGAATAGAGGCGACATTGGCAGGAGTGGTCATATA AGCTGTGGTCTGTTT 
ATCAGTAGTGGTCTATTAGAATAATAGATAAATAGGCACTTGAACTTGTGGT TACATATAGCAGTGA 
TGTACATCTCTTGCAAGGTGAAGTTTAGTAGTTTTATATATGTGTGTTTATGAATGTATTATTCTAATGG 
ATATGAGGTCTGGCGCTTTTTAGCTTGTATGTCTACTCTATTGTTGAGATGTTTGA CAGGAGATGAAAT 
TGTTGTCTTTCACTTGTGATGTTGTTGATATTAATGAATCGACTTACCATAAG  
 
>0847-94-(6-5-06)_G06 
AAAATTAAAAACCCCGACTGAAAAACCGCCGTGTCTACTCCAGCTCGCCAAGAAGAGAAGCCGCCGGAGT 
CTGGAAAAGGACGCCGGAGCCGCCGTTTTCCTGTGGTAGTGGCCAAGAGAATTTTG TGCTGTGGTGTTT 
TTTATTATGGAGATTAAGACAGATGTAAAAGAAAGCTCTCTCATTCTGCTGAAGCAAGGAGCTGAAGCTA 
GAGTTTTTGAGTCAAATTTTGTGGGAAGGCGGTCTGTTATTAAGGAACGTTTCTCAAAGAAGTATAGGCA 
TCCTACTTTGGACTCTAAAATAACTCTTAAGCGCTTAAATGCGGAAGCCAGGTG TGACAAAAGCAAGA 
CGACTTGGAGTTTCTACTCCAGTGTTGTATTCTGTGGACCCTGTGCTGCACACACTAACGTTTGAGTATG 
TGGAGGGTCCTTCTGTCAAAGACATACTCCTTGAATTCGGGTCACATGGTATTATTG AGAGCGATTGGA 
287 
 
 
TGATATTGCTTTACAAATTGGTGATGCAATTGGAAAATTGCATGATGGTGGCTCATCCATGGTGACTTG 
ACCACATCAAACATGTTACTTAAGAGTGGTACCAACCAGCTGGTCCTTATTGACTTTGGTTTGAGCTTTA 
CTTC 
 
>0849-94-(6-5-06)_A07 
AAAAACAAAAAAAAATAAAAACCTAAAAATTCCCAATCTCTCAGACACAGACACACACATAGATAGATAG 
ATAGATTCATTCAGAATCATATCCCATTTTCTCTTTCACACTCTCTCACCACA TTCATCAAATGCTCT 
CTCCTTCTTCATCTTCGTCTCTTTGACCCACATTTCCAGTGAGTGAAGTTCTCAGCTCCCTCATTCTCAT 
GGATTCGCTTCCGATTTAGGGTTTTCGCCAGATGTTATGAAGAAAAGCTGAGAATTATAAATAAAAATGA 
CCGGTTCTTCCCTATTCGACGACAATATCAATGGCGTTCTGGATGAAAATTTTGATGACATATTTAGGAT 
TTTTGATTTCCCTTTAGAAGATGTGGAAGGAAATGTGGGTGTTGAGGACTGAATGTGAAATTTCAAGGG 
CTCGAGCAGCCATCGTTGGATTTTTTGACAAGTTACTCATATGGGCCTTCCCCTAAAAACGGCAATGATG 
CTTTAAAATTTCCCAACATCAATGATGCTGTAAAATTTCCCGAGGTTGTGAATA CTCTGCTCTGCATGA 
TGAAAATTCTCCACTAAAAGGACTGCCAGTCACTGTAGAAGCCACCTCAAGTAGAAGCGCTCTCCTTCAC 
AAATCTTCGGATGTCAAAGGTTTGCGTCTCTTCCAAACCTCCAGTCCAGTTTCTGTTCTTGAAAGCAGCA 
GCTCTTGCTCAGTTGAAAATTGCACAACTGTTGACCCCAAAACTACCATCCTG GAAGCGTGCAAGACA 
CAAGCGTCCACGACCATCAAAGTCTAACAGTCAATTCAGAGTTCCTTTCTTT GCTCCACTTCCTCTGCT 
TCCAAAATATCCCCTCCT 
 
>0851-94-(6-5-06)_C07 
ATCAGAGCAAGCAGTGTTATCACTATATGCCGTTGGACGTATCTCAGGATGCACTGTCGATATTGGTCAT 
GGAAAGATAGATATTGCTCCAGTAATTGAAGGTGCCGTTCAGCATATTGCCCTAGAAGATTTGAAATTG 
GAGGTATTGATTTGACAAAGTTACTTGCTCAAGAGCTTCACAAATCTAATCGCTAGTTAATATCAGCAT 
GTCTGATGTTGAGAAAATAAAAGAGCAATATTCGTGTTGTGCGGATGATGAACTTGCTTATGACAAGACC 
AAAAATTCATGCCAGATAGAGAAGCATACCCTTCCTGATGGACAGGTGATAACAAT GGAAGAGAGAAAT 
ATACTGTTGGCGAGGCTTTATTTCAACCATCTTTGTTGGGTTTAGAGGCACT G ATTGTTGAGCAGCT 
AGTTCGGAGTATATCAACAGTGTCATCTGATAACCACCGGCAGCTGCTAGAAAAC CTGTACTCTGTGGT 
GGCACTGCTTCGATGCCTGGTTTTGAAGACAGGTTTCAGAAAGAAGCTAGCCTG GCTCATCTGCTGTTC 
GTCCTGCTCTGGTCAAGGCTCCAGAATATATGCCGGAGAATTTGACAGTGTGTTCA CATGGGTGGGAGG 
TGCAATACTTGCCAAAGTTGTCTTTCCCCAAAATCAGCATATAACCAAGGCAG CTATGATGAAACAGGA 
CCTTCCATTGTTCACCGGAAATGCTTCTGACAATATTCATCTGAACGAATTTC A TGTTTATTTGGTT 
AATCATTCCTTCTTGTATTATACCATATAATTATGTAGTAGGAAAAAAATGG TACTGGGTTCTGAAT 
GCAGAATGAAAGTCTTTTAATTTCTTAGGCGATCTAACATATTGTAGTTCATTGGTTCACCTCTTTTAAA 
AGATTGGCTTCTTATACTCCATGTACTGCATGAA 
 
>0854-94-(6-5-06)_F07 
CCTTGGTGGTGGTGGCTGGTGGCTGGCTTGAGCCTTGCAACTGCAAGTGAGTG TG CCCGCAGACTCTA 
TTCCCGTCTTTTCCATTTCCATTTGCAGCAACCGTCTGTTTCTCCAAGATTATATA CCTTTCTGGAAGC 
GCCTCAAGATATCCCTTTAATTTGGGGGTTTTCCCGGCATTTCAAGCATCACG G CTATGCTCCAGGTG 
GGCGCAAACATTATGATCTTTTTGGCAATGGAAAGCTGGGTGATGAAGATTTC AAAACATGGAAGAA 
AGAGATGGATGAAGATACTTCTCTGTGGACAGGGAGTGAAGATGAAAGAGATG TGAAAAAGATCCTAAA 
AGTCGTCTTGAAGAAGAAATTCGGAGAGTGAGACAGCAGGCAAAGGAACATTCTGACCTAATTGATGCTG 
ATGACAGTGATGAATTAAGAAGTATATGGTCTGGAAGTGATGAGGAGAAGACGTTGTGGACTGGTAGTGA 
GGGTGATGACGACGACGATATTCCTACAGAAGCCTACCCAAATGAAAGTAGTG TA TACATAGACAAA 
TTGTTTGAGTTTGAGGAAATGCCTAAATATCGAACAATCTCTGAATTATTGAAAGCTGAAAATGAACCAG 
AAGAATTGTCCCCAGGAAAGCAAGCTAGGAAAATTGCAGTTGAAAATGCCTTGAAAAAATTGAAGAAAGG 
TCCAGATGGGCGTTACTCCAATGTGTGGGAGGTCATGAGTGATATAGATATCT ATTGGAGCATTTGAA 
AGGGTTGTTTCTGGACCAGAGTACACGGAGCTTAGACAGG 
 
>0855-94-(6-5-06)_G07 
GATCTATTAGCCATGAACAATGCTGATTTTATCATCACCAGTACATACCAGGAGATTGCAGGAACAAAAA 
ATACTGTTGGCCAGTATGAGAGCCACACAGCTTTCACTCTTCCAGGGCTTTACCGAGTTGTTCATGGCAT 
TGATGTTTTCGACCCAAAGTTTAATATTGTCTCTCCTGGGGCAGATATGTGC A ATTTCCCATATTCT 
GAAAAGGAAAAACGACTTACAGCTCTACATGATTCAATTGAAAAGTTGTTAATGATCCTGAGCAGAATG 
ATGAGCACATTGGTACATTGAGTGATCGATCAAAGCCCTTAATTTTTACCAGG A GGCTGGACCATGT 
GAAAAACATAACAGGGTTGGTTGAATTGTATGGTAAGAGCACCAAACTGAGGGAACTGGTAAATCTTGTG 
GTGGTCGGTGGCTATTTTGATGTAAGTAAGTCCAAAGACAGAGAAGAAATTGA GAAATTGAGAAGATGC 
288 
 
 
ATCTTCTTATGAAGAATTATAAGTTAGATGGTCAAATTCGATGGATATCAGCC AATGAATCGAGCACG 
TAATGGTGAGCTATATCGCTACATAGCAGATACAAAAGGTGCTTTTGTTCAGCC GCATTTTATGAAGCA 
TTTGGACTTACAGTCGTGGAGGCAATGACTTGTGGCCTTCCCACATTTGCCC ATGGTGGTCCTG 
CTGAGATTATTGAGCATGGTATATCAGGGTTTCACATTGATCCGTATCACCC G AAGCTGCTACACT 
TATGGCGGATTTCTTTCAAAAATGCAAGGAAGATCCAAGTTATTGGAAAAAA TTTCTGATGGGGGACTC 
CAAAGAATTTATGAAAGGTATACGTGGAAGATTTATTCTGAAAGGCTAATGAC T AGCTGGAGTTTATG 
GCTTC 
 
>0856-94-(6-5-06)_H07 
TCGTGGGAGCGGCACTGGCGAGACCGAGAATCTTCTTCACTCGGCTGCTCGTC GGTGACCTGAATGCG 
GTGCAGTCCATCTTGAGCACCAACAACCCTTTGTCCATCATCGTCAATTCTAGAGA AAGCACTCTAGAA 
CTCCACTACATTTAGCTGCATGGTCTGGCCAAGCAGAGGTGGTGAGTTATCTCTGCAAGCACAAGGCTGA 
TGTTGGTGCAGCCGCCATGGATGATATGGGTGCAATTCACTTTGCTGCACAGAAGGGACATTTAGAAGTC 
ATTCGAACTCTGCTTTCATCTGGAGCCTCCATTAATGCTTTTACTCGCAAGGGCTT ACTCCTCTACACT 
ATGCTGTCCAAGGATCCCACCTGGAACTTGTTAAGTACTTGGTTAAAAAAGGTGC AGTCTGAGTGCCAA 
GACAAAAGCAGGGAAGACTCCAGTTGATCTTGCTAACAATGAAGAAATTCTCTCCTT CTGGAGGAATAC 
GAAAGGTCATCTAAGAAAAGAGATCTTCATGGTAGACAGAAGGCTGGAGAACTGATTCAAAGCCATCTA 
TGCAGGAAAAGGAAGAAAATACTGGTGATAAAGCTCCTTCAGTTGTAAATGA GAACTAGAGAATGAAAA 
GGTGGAGATGAAGGATGATGAAGATAATAGGAAGGAGGCCTCGTCAGAGCCAA A AGGCACGAATTGCA 
CTCAATCACCTTCTAACTGCAGATGACGATCTAGAAGATGAAGAACACTTGTGAGGCTATACAACAATTG 
TGGTAGAGTGACTATATAACAACATTATGAATTTTGCTTTGTACAACATTATGAATTGCTTCATTG 
 
>0857-94-(6-5-06)_A08 
AACCCAGTGTTGGGCCATTTCTGAGGCTGAGGAAAGGATAGCCTAGAGGAGAGAAGCACCCATGTTCTA 
AGAGACACAGCTCCTTGCAAATTGCAACCAAACAAACCATCATGTCCATTTCCTTGGCCTTGTTTTCTCC 
TCCAACCCAACCCCCACTCCTTTTTCCCTCTTCCCCTTCCACCAAACCCCAC TAACTCTTAAGCCCCAC 
CTCTCTCTCAGACCATCCAAGTTCCTCACCACCACCAAGGCCTCAGCTGAATTG TGCTGGTACTTCAC 
CCACAGCTGCTACTGCACTTGAAATACAACCAGACCAGAAGGTAGCTGAAACTCCCC GCAGGTAGTTAA 
GAAAGATGAGAGCTCTGTTGGAGCCAATGGGTCCGCGGGGGCTATGGAAACTGAAG GATAAGGTTTTG 
AGTCAGTTTGTGGACCCCAAATGGGTTGGTGGGACTTGGGACTTGAGCCAGTTTCAG AAGATGGAAAAA 
CTGACTGGGATGCTGTTATTGATGCTGAGGCTAGGAGAAGAAAATGGCTTGA G AACCCGGAAACATC 
CAGTAATGATGCCCCCATAGTTTTTGACACATCTATCATACCTTGGTGGGCA ATAAAACGGTTCCAT 
CTACCTGAAGCAGAACTACTTAATGGCCGCGCTGCAATGATAGGCTTCTTCA GGCTTATCTGGTTGATA 
GCTTGACTGGGGTGGGTTTGGTTGACCAAATGGGCAACTTCTTTTGTAAAACTCT CTGTTTGTAGCTGT 
TGTTGGAGTCCTGCTGATCCGGAAGAATGAAGATTTAGAGAATTTAAAGAAACTGCTGGATGAGACAACC 
TTTTATGACAAGCAATGGCAAGCAACCTGGCAGGACGAGAAGCCTGGCAGTTCCAAGAATTGAGTAGTGA 
CATTTCTATTCCTGAGTTTGCCCCTTCAAATTCAATCATCAA 
 
>0858-94-(6-5-06)_B08 
TGTCGGCCGTGCATCTCATCAAGTTTATCAACCCGGTGGGGCGCCTCCAATTTCATCCACGAGCAAGCCC 
ATATCAAATAGATGGAGAGTTCTCTTGCCAGACGGGTCCTATGGCATATACCGA GCCTAGAGCCCTGG 
AAACTTATGAAATATTGGATGTTGTGGAGCATTATCGCAGGGCAGCATCGAATGCCATTCGAGCAGGTTT 
TGACGGAATTGAGATTCATGGGGCCCATGGCTACCTCATCGACCAATTTTTG AGGATGGGATCAATGAT 
CGAACAGACGAGTATGGTGGCTCAATTGACAATCGATGCAAATTCTTATTGAGG GTTAAAGCAGTAG 
TGGCAGCCATTGGTGCAGAACGAGTTGGAGTGAGAATTTCTCCAGCAATTGATCACCTTGATGCCACAGA 
CTCAGACCCACTTGGCCTAGGCTTGGCAGTGATTGATAGACTTAACAAACTC GTAGAACTTGGCTCA 
AAACTCACTTATCTTCATGTGACTCAGCCTCGATACACAGCTTATGGGCAGACAG ATCTGGAAGACCTG 
GCAGTGAAGAGGAGGAAACTCACCTAATTAGGGCCTTCAGAAAAGCTTATCAGGG A CTTTATCTGTAG 
TGGTGGCTTCACTCGAGAGCTAGGAATGCAAGCTTTGGCTCAAGATGAGGCTGATTT ATATCTTATGGT 
CGCCATTTTATCTCAAACCCGGACTTGGTCATGAGGTTTAAGATCAATGCGCCCCTAAATAAGTACATTA 
GAAAAACTTTCTATACACAGGATCCTGTTGTTGGGTACACAGACTACCCTTTTCTGACTAAGGGAGGAAA 
GGAGGGATTGTCCCGTCTCTGAACTGAATAATTGCTTGTATGTTACTCTAATAATTG 
 
>0859-94-(6-5-06)_C08 
ATGGATTGGACAAACATTTGCCTGGAACCTCTGATATGTCCACAGCAGATTCAGCAATTGACAGATATGC 
TTCAGCACTAGAGAAATATGTCCCAAAGCGCATTCCTTATGGGCCACGTTTTGAAGCTAATGTGCCAGAA 
TGGACTGGTGTTGCTTCTGAAAGTGACCCTAAGTGGTTGGGGACCCGGGTCTG CCTTTGGAAAAAATAG 
289 
 
 
AGCACAGATATCTCATTGAAAGGGATCCTATTGGTAAGGGAAGGCAAGATTT TGGCTGTGAAGTGCC 
TGGTTCCATTGGATGTGTCAGGTTTCACATTGCTGAGAAAAGGTTGAGAGTGAAGTTGGAGCTGGGCTCA 
GCTTTCTACCAATGGAAATTTGATAGGATGGGTGAGGAAGTTAAAATTTCTTGGA GCGGAAGAAGAAA 
AGAAATTTGAGGCTATACTGAGGTCAACTCCTCCTCCTCTTCAGAAGTGTTTCTGGGCTCAAATTTTTAA 
AATTTTTCCTACCAAGAGCAGAGCTGATTTGGTGAGCTACTATTTCAATGTAT C TCTGCAGCGCAGA 
GGATATCAGAATAGAGTTACTCCAAATAACATTGACAGCGATGATGAAGAATCTGGATTAGTAACTA 
ATGGTAATGGGCATGAGGCAGACAAGTCACCATACTCCATCTTGTATTCCCC AAGAAACCATATGCCAA 
TTTTAGATAGCTTTTGAACGTTGATTACCATCAAGTGATTTAGTGAGAATGTGAAGTCTGGAAGTTTTGG 
TTCTACTTTTGGTGATTTTCAATATAAACAACCTTTTGTCTGCTGTCAGTGAATCATCACTCAGTGA 
ATATGAATATCCTATAGATTGAGGAGAAATTTTGAAGAAAAAGTTGACAC 
 
>0860-94-(6-5-06)_D08 
AATGAATACAGTAGTAAAGATCCGGGTGCACTTAACACTACAGACCAACTCATCAAGGACTTGCCAAATT 
ATGATATAGTTTTCCACATAGGAGATATATCATATGCAGATGGATATGTTGCAGATTGGGACCAATTCAC 
AGCACAGGTGGAGCCCATTGCATCGGCTGTTCCATATATGGTTGCCAGTGGTA TCAT AACGTGATTGG 
CCGGATTCAGGTTCCTTCTATACAGGTACAGATTCAGGTGGAGAATGTGGTGT ATTGCTGAGACCTTAT 
ACTACGTTCCTGCAGAGAACAGAGCAAAGTTCTGGTATTCAACGGATTATGCATGTTCCACTTTTGTGT 
AGCTGATAGTGAGCATGACTGGAGAAAGGGTTCAGAGCAATATAGGTTCCTT AG AATGCCTTGCATCA 
GTTGATAGACGAAAGCAACCTTGGTTAATCTTTGTTGCTCATCGTCCCCTTGGGTA TCCTCTAATGATT 
GGTTTGGCGAAGAAGGCTCATTTGAAGAACCCATGGGAAGAGATGACTTGCAGAGGCTTTGGCAGAAGTA 
CAGGGTTGATATCGCTTTTTATGGCCATGTCCATGCCTATGAAAGGACATGCCCCATTTACCAGAATGTA 
TGTGTTAATTCAGAAGAATCCCATTATTCGGGTACCATGAATGGAACCATCCATG TGTTGTTGGAGGTG 
GAGGGCACCACCTAGGATCATTCTTTGACACAATACCCAATTGGAGTTTATCAGAGATGCTGACTGGGG 
ATTTGTCAAAATGACAGCTTTCAATCGCTCTTCTCTCCTCTTTGAGTACAAG AAAGCAGAGATGGAGAG 
GTATATGATTCCTTCACCATTAATAGAGAGTACAAAGATGTCATTTCTTGTG 
 
>0861-94-(6-5-06)_E08 
ACTACAACAACAAGAAAAACATCATCAATGGCTGCAGCAACCGTGAATGAGCACCTTCCCACACCCTTGG 
ATGCCACTTCTGAACCACCTCCACTGTTTGATGGAACTACAAGGTTGTACATCTCTCTTACATGCCCATT 
TGCACAGCGCACATGGATCACCAGGAACTATAAGGGATTATATGACAAGATTA TAGTTCCAATTAAC 
CTTCGAAATAGGCCTGCTTGGTACAAAGAGAAAGTCTACCCTGAAAACAAGGTA CCTCATTGGAACACA 
ATGGAAAAGTTATTGGGGAGAGCCTTGATTTGATTAAATATATAGACAGCATTTGAAGGGCCTTCTCT 
TCTCCCCAATGATCATGCTAAAAAACAGTTCGCTGAAGATCTGATAGCCTACA G TACCTTCAACAAG 
ACAGTGTACACATCATTCAAAGGAGACACAGTTAAAGAAGCTGGTCCTGCTTTGA CACCTAGAGAATG 
CTCTTAGTAAATTTGAAGATGGGCCTTTCTTCCTTGGCCATGAGTTCAGTTGGCGGACGTAGCTTACAT 
CCCATTTGTTGAAAGATTCCAAATCGCCTTTTCAGCATTGTGGAATTATGACATC CTGCAGGAAGGCCT 
AAACTTGCAAAGTGGATTGAGGAGGTAAACAAGATTGATGCTTATAAGCCAAACAAAAGACGGATCCCAA 
TGAGCTCGTTGAACACTACAAGGCCCGCTTCTTGGCTCAGTAGCGAAC 
 
>0863-94-(6-5-06)_G08 
AAACAGCACACCAAACCGCCGATATTTTCTTTCTCCAACCGTATCGGGTTTC TAATTCGCCGAAAAAGC 
CATGGCCTGCGCGAATCTCAATGCGGCGTCGTCTCAGTGGATCGGACAACAGTCTTT CTCAGCGTCGA 
GGATCGTCTTCGTCTTCGACTCGGTTCGCGACTCGCCGAGTCTCGTTTCCGATCCG CCAAGGCTTACA 
GTGAAGAACTCGTCCAAACCGCCAAAACAATTGCATCACCTGGTCGTGGGATCCTTGCAATCGATGAATC 
CAATGCAACATGTGGGAAAAGGCTATCTTCGATTGGCTTGGAGAATACCGAGACCAACCGACAGGCATAC 
AGGCAACTTTTGTTGACCACTCCTGGCCTGGGAGAATACATTTCTGGTGCCATTCTTTTTGAGGAAACAC 
TGTACCAGTCGACCACAGATGGGAAGAAATTTGTGGACTGCTTGCTTGATGGAA ATTGTTCCTGGAAT 
CAAAGTTGACAAGGTGTAATTTTAATAGAATGTACAAATTTTTTCTATTGGTGCTTTATGTGATTTTGTG 
TGTAGTCAGCTATGTGTTCCCCTGGTTCTCAATTTTCAACTTTTTTGGGATTCAGGGCTTGGTTCCCCTA 
CCAGGATCAAACAATGAGTCTTGGTGCCAAGGTTTAGATGGATTGGCTTCAA A CTGCTGAATACTACA 
AGCAGGGTGCTCGTTTTGCTAAGTGGAGAACAGTAGTTAGCATTCCTTGTGG CCTTCTGCTCTAGCTGT 
TAAGGAAGCTGCATGGGGACTTGCACGTTATGCTGCTATTTCTCAGGACAAT T TTGTGCCAATTGTG 
GAACCTGAGATTCTTCTTGATGGGGACCACCCAATTTGAGAGGACACTTGAAGTGGCAGAAAAGGTCTGG 
TCAGAAGTCTTCTTTTACTTGGCTGAAAACA 
 
>0866-94-(6-5-06)_B09 
GCCTTGTACTAGGGTTAGGTCTCACAGCTTCAGCTCAAGAAAGTAGTTCTCCA CAAAGGCACCAAAGAA 
290 
 
 
TAAAGCCTGTTCCAATTTCACTCCCACAAGTTTTGAGCCATCTTTGACGTTGGTCTTTCTGGTGAGAGT 
CATCACCAAGTAATCCCCAGAAAGATTATTGATGTGAACAAAGGTTATGAGG ATCCATTGATTTGTATC 
GTCAAGCTTCGCCTCCTCACAGCGCTGTTTCATCCTTCTCTAGTGGCAGGGTCA A GGAGAGAGACCT 
TAGCAGTGAAGAGGTTGAGGCTGCAGACAGAGTCTCTTCAAGAATCAGTGAG AGATGAAGATGGTCCT 
AATGCAAGAAAGAAGCTTAGGCTCACCAAGGAACAGTCTGCTCTTTTGGAGGAAA CTTCAAACAACATA 
GCACTCTCAACCCTAAGCAGAAGCAAGCTTTAGCAAGGCAGTTAAATCTACGGCCTAGACAGGTTGAAGT 
TTGGTTCCAGAACAGGAGGGCCAGGACCAAGCTCAAGCAAACTGAGGTGGACT TGA TTCCTGAAGAAG 
TGCTGTGAAACACTGACTGATGAAAATAGAAGGCTACAAAAAGAGCTACAAGAACTGAAAGCATTGAAAC 
TAGCCCAACCCTTGTATATGCATATGCCAGCGGCCACTCTTACCATGTGTCCCTCATGTGAAAGAATTGG 
CGGTGTCGGTGAAAACGCTTCAAAGAGCCCCTTTTCAATGGCTCCTAAGCCTC CTTTTACAATCCCTTC 
ACAAATCCTTCTGCAGCTTGTTAGTGCATGAGCTAGGATTTGGGGGAGAAATT A C AAACAAAGTTCC 
CCATAACCGG 
 
>0867-94-(6-5-06)_C09 
 
>0870-94-(6-5-06)_F09 
CAAGAGTTCTCGACCTTGAGAGGCAATTTTGCAGAGAGCAATGAGGCTGACACAGCTGAAAAGTCTGTTG 
TGTGGCCACCTTCACTAGATGATGAAAAGAATGATGTGGGTTCGGCATCAAAA GAT TGGTTCAGAGAG 
CTGGATGGCCTCAGGGAGGCATGAACCAACTTGCACAGATTTATTGTCAGGAT TG GCTACTGCTGAT 
TCCTCCAATGGGATTTGTACATCCTTTGTTGACCAACCTGGAGTAGCTGTTAATCTTCTAAGAAAACCAC 
CAGTGAATCTGGAAAGCAAGTTTAACTTGCTTCCTAGTCCGTGGCCCTTCATGTCATCCAGTCTCTCACT 
TAACTTTTCGGACTCTAATCTGAAAGGTCCTGCGCAAGGTGGTGATGGGGTT ATCAAGCACAAGGAAAT 
CCTAGATATGGTGGCCCTACTGAGTATCCTGCTCTTCATTGTCATAGAGTTGAGCACTCGCAAGGAAACT 
GGATGATGCCTCCCCCATCCCAATGTTTTGAGAATCCTGTTCATTCAAGAGACTCAATGCAAAAACCCAT 
GCTGGTACAACAATGTGAGGCTGTGAAACCTAAGGATGGGAACTACAAGCTCTTTGGCATACCCCTTATC 
AGCAATCCTGTTACAAAAGAGCCAGTCGTGGCACCTAGGAACACGATGAATGCC ACGGGTCACGTGG 
TTAATACTTCACACCAGGCTCATACTCTTGACATTGATCAAAAGTCA 
 
>0871-94-(6-14-06)_G06 
TTTCTTGGTGGGTTTTCTAGCAATGGTCTCATCTGTTCATGGTAATAGTGGG AGGTTGGACTAATGCT 
CATGCTACCTTCTATGGAGGTGGTGATGCTTCTGGGACAATGGGTGGAGCTTG ATGGGAACTTGT 
ATAGCCAAGGGTATGGGACAAACACTGCAGCTTTGAGCACAGCTCTGTTCAACAA GGGTTGAGCTGTGG 
GTCTTGCTATGAGATTAAGTGTGTGAGCGACCCCAGGTGGTGCTTGCCTGGCT ATTATGATTACAGCC 
ACCAATTTCTGCCCACCAAACAATGCTCTTCCTAACAACAATGGGGGTTGGTGCAACCCTCCCCAGCACC 
ACTTTGATCTCTCTCAGCCTGTCTTCCAGCACATTGCCCAATACAAAGCTGG AT TGCCTGTGGCGTA 
CAGAAGGGTACCCTGTAGTAGAAAGGGAGGCATAAGGTTCACCATCAATGGC C CTTACTTCAACCTT 
GTCCTAATCACAAACGTTGGTGGTGCTGGTGATGTCCACGCTGTTTCCATCAAAGGGTCCAGAACTGGTT 
GGCAAGCAATGTCAAGGAACTGGGGTCAGAACTGGCAGAGCAACACTTACCTCAA GG CAAGCCCTCTC 
ATTCAAGGTCACCACCAGTGATGGCCGTACTGTGGTCTCTAACAATGTTGCTCCGGGTGGTTGGTCCTTT 
GGGCAGACCTATAGTGGTGCACAATTCTAGACACGACAAACCCATTTGTGTC TCC CTAAGTTTTAGC 
CTAATAGTTTGCTAAGGATTATATTTATGATTTTATAATATTTTACTAAGTCTACCAAATTAGTATACT 
AGGATATTAGATTTAGTATACTAAATTTGTGGGG 
 
>0872-94-(6-5-06)_H09 
TTAGCAGTGTTACCACAATGTTTTAAGCATTATAAAAGTTGATTTTTTTATCA AAGTGAGGGTGTAAA 
AGTGATATTATTTCTCACTTTTAAAGGATGCATTTATCTCCACCCACTAGGATTTTTGACCCTTCCCTCT 
CTTGCTTCTTCTTCATTTTTCTCCCCATGCTTCAATTACTAATAAGTTTATGATTTAACAAAAAAAGAAT 
TTATTATTGTTATAGGGTAGAAAAAATTGGGGTAATTCTAAATGTTCACTAC CCCTGACATGGGATCA 
TCAATCATTGATGAAGTTGCATCATGCATGATTGTGGGAGTCGAGCCATCACAGATGCTCTTAATTCTAG 
AGTAACTAACTGTAGTCTATACTGGTGCTTCTGATTCTTTATTTAATTGCAA A TTATCCATATTATCG 
TATTTCGAGTATAGGCTGCTTTTCTATATAATAACTATATTTCTTTGTGCTT T AATCTTTGTGCTTT 
ATATTCTGTACCATGCTGTCCCTGATTGACATTCTAATTTGAGTTCCCATGAATTCACTTGGGAACAGAG 
GATAAGTATTCCTGAGATAAGGGACCATGAGTGGCTTTTAAAGAACCTTTCGGCAGATCTCATGGATGAA 
AGGACAATGAATAATCAGTTTGAAGAGCCTGATCAACCCATGCAAAGCATTGATGAAATCATGCAGATAA 
TTGCTGAGGCTACCATTCCTGCTGCTGGGACCCCCAGTCTCAACCAGTATCTGACTGGCAGCTTGGACAT 
TGATGATGACATGGAGGAGGATCTGGAGACTGATCCTGACCTTGACATTGATAGCA TGGAGAGATAGTC 
TATGCAATGTAATGGGATCGA 
291 
 
 
 
>0881-94-(6-5-06)_A11 
CAGTGAACTCAGTTCCTAAGTTGAAGATCACAATTCACAGCTCACGCCTATAGCTTACCTGGAAAGGCAT 
AGACTTTGATTGAATGGGGGAAAAAAATGAAAGTAACCCATTAGGCTGAAAAGCTTGAAAACTAACTTAG 
ACCCCCAAAAAAAAGACATGAAGAAGTGTAAAATGGAAAGTGAAGAGAACACC TTGTGTGCTTCAGG 
ATCTAGACACACGCGTTCTCAGGCAGCTCCAGAGTGGACTGTAAAGGGTGCCCTCATT TTGCAAATGAG 
TATGCTGCTGTTGAAGCAGATTGTTCAGATGCTTTGTCTAGCTACCAGAAGTG ATAATAGCTGAAA 
ACTGCACTGCTTTAGATGTACCGCGAACTTTGAATCAGTGCCGGAGGAAGTG ACTCCTTGGCTGCTGA 
GTATGGCAAGATCAAGAAGTGGGAGTTGCGGTCCAGGAGTGGTTCGTATTGGTC CTGGAAAGTGAAAGG 
AGAAGAAAATTTGGGCTTCCAGAGGATTTTGACTACGAGCTGTTCAAAGCAGTTGATGATTTCATGAGTG 
CAAGGGAGAACCGATCAGATACTGAGCCAGAAAGTGACCCAGAAGCAAAGGCAGAGAT GCTGATGCAGT 
TGAAGAACTAGGGTCCAAGAGGCAAAGACGGCGGTTCACATCTCAGAAAAGTT GCTGGAAGGAAAGCCA 
CTGAAATGCCACATAAAGGAAGAGCCTTCAAGAAGGTCCACAGAAGAAAAGCCTC GAAAAAGACGCCTT 
GAAGATCCTGTGAATAGCCTAACAGAAGAAAATCCTCAGAAAAGCTGCATTAAAGGAAAGCATCAAAAAG 
GCCATGTAGAAGAACCTGTGGAGAACCCTATAGAAGAAAAG 
 
>0883-94-(6-5-06)_C11 
AAGGGGTCACAGCTCTTCAACAAAATTGTGCTTTTTCTACTTGGAGAAGGGAT TAAAACCTTGGGATAT 
AGGGGAGGCCATCAACAGTGCAGTGCCAGGAAAACTTAGGGTCATATCTGTT C GA GTATCACGCATA 
TTCCATCCTAATTTCTCTGCCAAATGGAGGCGCTATCTTTATATTTTTCCATTGAATGATTGGGAGGATG 
GGGAGCAAAATAGTGAGAGTAGGGAGGATCTTGAACATTTTAGATGTAGTGAAA TGAGGGTGACCAGAA 
AATTGGACGTGTTGAATGCAACGGGGAGACTGTTGAAAACCAAATTATCAAG GAGGAAGAGCTTGAA 
AGTGGAAAGAAACCATGTAACTTCCGTATAAGCAGGGTTAACCAACTTTTACAGCAGCTAGAAGGAAAAT 
TATTATCTTACAAGATATTTGCTCGTGATACCAAAGCCTCGAGAAGTGTGTAA AA AAAAACCTTTGAT 
TGCTTTTGGAACTTGTGTTTCTTGGAAACCCAGGCTTGTATGTATGTATAAGTAATAAGTTTCTGGTTG 
ACATAGTCTCCCTTTGTAAATGCATGGTGGAGGGTAAGATCATAGGATCAAGACCC TCGGGGGTGTTTG 
TAACTTTTTAGTAATTATAAAAAAAAGTCTTTTGTTAGATTTTTAAGAGTTTACTTAAGACTTTATCAG 
ATATAAGTATAGATGAAAAAATAAAATTGGACACGAACACTTTGCTAGTTAGGTCATTTTATATATGAAT 
TCTCAATTTACTTGCTGGATTGGCTACATTAATACTTATATCTAAATTTTTGATGGAGTGAGTGTATCG 
CTCTCCAACCCTCCACCTCCAACC 
 
>0884-94-(6-5-06)_D11 
ATTTCTGGGTTGTTTGGTAATTTACTAGTTGATACGTTTGCTCTTGGCCCTGTGGCACCCTTCGATGCTG 
CTTCCTGCTTTCTTGCTATTGGGATGGCCATCATTTTATCATCATGGACAGA AACTACGGAGATCCTTC 
TGAGAGCAAGAACTTGCTAACCCAATTCAGGGGTGCTGCTGTGGCGATTGCTTCTGATGAGAAAATTGCA 
TTGCTTGGTGCAATACAGTCACTGTTTGAAGGTTCAATGTACACCTTTGTGCTCTGGACTCCTGCTT 
TGAGCCCAAATGACGAGGACATCCCTCATGGTTTCATCTTTGCAACATTTATGTTGGCTTCAATGATGGG 
AAGCTCCCTTGCATCTCGGTTGATGGCCCGCTCATCACCCAGAGTAGAGAGCTACATGCAGATTGTTTTT 
GCAGTCTCTTCTGTCTCTCTCCTGCTTCCCATTGTGACCAGTTTCATGGTGGCACCTTCCAAGGTGAAAG 
GTGGAAGCATCTCATTTGCAGGCTGTATTCAAGTTGTTGGCTTCTGTGCTTTTGAGGCTTGTGTGGGAAT 
ATTCTGGCCGTCCATTATGAAAATGAGGTCCCAATACATTCCAGAGGAGGCCAGGAGCACCATCATGAAC 
TTCTTCCGCATTCCTCTCAATATTTTTGTGTGCATTGTGCTGTACAATGTTAATGCGTTCCCCATCACAG 
TCATGTTTGGCATGTGCTCAATTTTCCTCTTTGTAGCATGTTTGTTGCAGAGC GCTCATGGTGATAGC 
AGAAAAGCCAAAGACACAAGACTGGACATCATTGAAGGAAAAAGATACCGAGGCAGACCCATTAAACATC 
TAATTGATTTTGAGCAACAGAACTAGGAATTTTCGAGAGGTCGGAAGCGGCTGATT AGGGTGTATTCAT 
TTTATAGTGATGGCTAAGTTATG 
 
>0885-94-(6-5-06)_E11 
AGAAAGAGAAAGCCAGAGGCAGAGTTAGAGTTAGAGAGCCACTTAAACCAGCTCG AATCAAGAACCAA 
AACCAGAAAGCCCAAGTTCCTCAGTCTCCGCTTAGAACTCTCCTCAGAAAACTC TACTACTAGCTCC 
ACCCAAATGATCGAAAACCATAAAACCAATAGTACCCACCAGCAACAGCAACAACACCAGCTAAACCTTT 
TCCCTTTACACCCAGAAAACCAAGTTGAAGACAAAGACATACACGACGAAAACGTAGCGTTCCTCTTCAA 
CAGTACAGAGAGCGGTGGTGCAAGCCTCAACTTCCTTGGATCATCTTCAGAGGAAGACTCACTCTCTCCC 
CCAACACCATCGCTAACATACCCTTATGGAAGCGAGGAAGCTAATAACAATGGTGACTGTAGCAACTACA 
GTGCCAGTAGATCCAAGCTTTTAAGAACAGCCATGAGGATCAAAGAGAGAGACCC TGAAGAGAAGTG 
GGTGTGTTACTCTGAAGTGGTGGAGAAGAAGCAGAAGGTGGAGCTAGAGGAAGT A T GCTGTACAAAG 
CGGACTATGACGACTACGACGACGATGAAGACACAGGGTTTGTTGTCGTTGAAGCTT ATTATCAGGGGA 
292 
 
 
TCATGAATGCTTGGTCTGATAAGGTCCCACTTTATATTGAAGGAGAGTCCCCACAGACTGTACCTGTGTT 
GCATGATGAAGCCAATGTGTTGGTGGATGGGTGGGGAAGCGTTGGGAATATAT G GGGTTCCAGAAATG 
GGCAGTAATGATGATATTGGTTGTAGAATGAAAGTGAAAGAGGAGGAATTGA T G AATTGAAAGGCA 
AAGATGGTTGGAAGATGAGGCACAGAGAAGCTAGTGTGTTGAGATACAAGGAGA GA GCAAAACAGACT 
CTTCTCGAAACGTAT 
 
>0886-94-(6-5-06)_F11 
GAAAAAGCACTCATTTTTCCCTTCGGTTTTGTTAGAGAATGACTTGGTTTGAG ATGATGAACTTGTG 
TCCCTAAAATCCAAGGAGGTAGAGACCCATGTGTGTTTGAGCAATCTGATCA GGGTCTCTAATGG 
TGGCTAGGAAAGAGGCTGTGAATTGGATTTTGAGGGTTAAAGCACACTATGGGT C TGCTTTGACTGC 
TGTTCTTGCTGTGAATTACTTCGATAGGTTTGCTTCAAGCCTCACGTTTAAAGGGATAAGCCCTGGATG 
ACTCAACTTGCTGCGGTGGCTTGTCTATCTCTGGCTGCTAAGGTGGAGGAAACCCA GTGCCACTTCTTT 
TAGACCTGCAAGTGGAGGAATCCAAGTATGTGTTTGAAGCAAAGACTATTAGAGAATGGAGCTTCTGGT 
GCTGTCCACTCTTCAATGGAGGATGAACCCGGTGACCCCAATTTCATTCTTTTA ACATTATCAGGAGG 
CTTGGTTTGAAGAACCACTTGCATTGGGATTTCCTGTTGAGGTGTGAGCGCCTTCAT TCTCTGTCATTG 
CCGATTCAAGGGTTACAAGTCACCTTCCATCTGTATTAGCTACTGCAACGATGCTTCATGTAATTAGGGA 
TATAGAGCCTTATGATCCGCTGGAATATCAGAATCAGCTTATGAGTGTACTTAAAATTAGTGAGGAAAAA 
GTCAATGAGTGCTATAAGCTGATCCTGGAATTATCTAATAGCCTTGGCCACATTCACGACCAAAGCCGCA 
AGCGCAAGCATCTGTCCATACCCAGCAGCCCCAATGGCATCATTGACGCATCTTTTAGCTTTGATAGCTC 
CAATGACTCATGGGCTGCAGCG 
 
>0887-94-(6-5-06)_G11 
TGAAGGAAACCCAAGGGACAAGTTGGTGCAATGGTCTCATGGTGCAACCGGCATGGCCCTTACCTTGTGT 
AAGGCATCCAAGGTGTTTGGAGGAGATAGAGAATTTCGTGATGCTGCAATAGAGGCAGGAGAAGTGGTAT 
GGAAAAATGGGTTGGTGAAGAAGGTGGGACTTGCAGATGGTGTGGCTGGGAATGCCTACGCGTTCCTATC 
CCTCTATCGGCTCACGGGAGAGAGTATATATGAGGAGAGAGCAAAGGCATTTGCAAGCTTCTTGTATCAT 
AATGCAATGAACCTTGTGACAGATGGGCATGCTAGTGGGGCTGGCCATGCCTCCTCT TTTTCCAAGGAC 
TCGCTGGAACTGCTTGCCTCTGGTTTGATCTGCTTGCTCCTGAAAAATCTAGG TCCCAGGATATGAACT 
GTAGGTAAAAATGAGGAGAGTCAAAACCAAATTCTCCATATGAGTTTCAAAG AGG CCCTAACACACAC 
ATAAATGAATGCGTATGATTTGCGAAATGCTCTAATGTGATGATGAGAAATTATTCCGTATATATATATA 
TATATATATGAGGTATATCGATAAGTCTCTTTCCCTTTTATATAAAGGTGATCTTATGTATAGGTGAGT 
CTTGTGTATGAGATTTATAGATGGAACACATCCTTACGTGAGAAGAATTTCGCGAGTACAAGGTTGG 
GATGTCCATGAAGTGGGCAATCTTGCAATGTATATTATTGAGTTAGGCCTTAATTTATAATCTTGTATAT 
TATCCCAACTTGTGAGAAAGAGTGCTTATATTAA 
 
>0888-94-(6-5-06)_H11 
AGAGGGTAATCCAAAGCCTCGTATCTTTAGATTGCCTCGGGAAGGTGCTATCAT A CGGTGTGGCTTC 
AATAGTGAAGGAATTGTTGCTGTTGCGAAGCGGTTGGGTGCCCAACATGGTAGA AAGTTGGATGAAA 
CTTCAAGAAATCCATCTTCCTCCACTGATGAAGTAAAACACGGAGGCAAAGCTGG CCTGGAATTCTTGG 
GGTCAATCTTGGAAAGAATAAGACAAGTGAAGATGCTGCTGCAGATTATGCCA GGGGTTCATACATTG 
TCTCAGTATGCTGATTACTTGGTGATTAATGTTTCTTCACCGAATACTCCAGGATTGCGTATGCTTCAGG 
GAAGAAAGCAATTGAAGGACCTTGTGAAGAAGGTTCAAGCTGCTCGTGATGAAATGCAATGGGGAGAGGA 
GGGCCCACCCCCTTTGCTTGTAAAAATCGCTCCAGACCTGTCTAAAGAAGACCTTGA GATATTGCAGCA 
GTTGCCCTAGCTCTACGCTTGGATGGATTGATAATATCAAATACAACTGTTT AAGACCAGATCCTGTAA 
GTAAAAACCCAGTGGCTGTGGAAGTTGGTGGCTTAAGTGGGAAGCCTCTTTTTAATC CTCTACCAACAT 
CTTGAAGGAAATGTATGTTCTAACAAGGGGAAAGATCCCTTTAATAGGCTGT GG TGTTAGCAGTGGT 
AGGGAAGCATACCAAAAAATCCGAGCTGGTGCAACTCTCGTTCAGCTTTATA GGCATTTGCTTATGGGG 
GACCTGCCCTTATTCCTCAGATCAAGGCTGAGCTGGCCGAATGCTTAGAAAGGGATGGTTTTAAGTCTGT 
CATTGAAGCAGTTGGTGCAGATTGCAGATAACCATACTATTCTCAAGGACCCAATTATGAACATATCCT 
G 
 
>0889-94-(6-5-06)_A12 
GGTCCATGTAGAATGCATGTGTTGTGGGGTTCACAACAAAAGAGGAGATTCC GGTGTAGAACTCCGA 
CTCCAAAGACGAAGAAGAAACTGTCAACCAACACATGGCATACATCACCAAAA CTACCTCTCCCGCT 
TTGGATGGCTTCGAATCCGATTTCGACGCTGGAAACGGAGCTCCAAACTCTGG GA GGAGCTCTCGTCC 
AACCCTTTTGACGGTTCCGGCTCATGATGTAGGGCTTCCAATGGATACCACA TAG ATACCACAAATG 
GCCCATACCTTTGTCAATGATGATTCTGACATCAATTTATATCCACCATCAAAGAAGACAAGAACATCTT 
293 
 
 
GATTGAACTTCAAATAAATATACTTCCATCTGAAAAAAAACCTTGATGCCAA ATGGCACCTTGTTGCTT 
TGAAGTAATTGGATATTTTAATTAGTGAGGATGGGCAAGGCCACAATTTCATCATTGTTTGGATAACAAC 
TGTACCTCGTGGGATGCAGCAAACGCATGGTAAATGGACACTCCTGTTAAACAAC TGTTATGCTCTTCA 
GCAGGTTACTTGGCAGTATGGCACATGATTGGATGTTGAAGGTGCCAAGAGAA GTGCAATTAAAGGA 
ACCAATTTAAGCAGTTCAAAAAGTTTCTTTGTTGGTTGATTTGTAGATGGATGATGTTGTAGATCTTTTA 
GTTTCATGTCAATTTTAATACAAAAATTTTCACTTCAAATTTCTTTGGTAATCCTGATGATAGAGTAATG 
TTTTACCATGCCATGTACATGGTGGTGTTGGTTGATCATTTTTAAGAGGATT T GTATTTAATTTAG 
TGTATCATGTTTTTCTTTTCCTTTGTTTGTGCATGGGAAGAA 
 
>0890-94-(6-14-06)_E07 
TTTTCCTTCTGTGGGTTCTTCAGTTTCAGCTTCTTCTTCTTCATCATCTTCATC TCTTCTTGTTCCTCC 
TCATTGAGCAGAGCTAATGTTACTGCTGGGACCAAGAGAAGTGCTGATTCTGTTGCTGCTGCTAATGGTG 
CCAGCAGTCAGGTTGTGGGATGGCCTCCTATAAGATCATATAGAATGAATAG TTGGTCAACCAAGCAAA 
ATTACCAGCCACTGAAGAATTCAACTCACTGATTGGGAGCAGTAAAAACAGCAATACTGTGGTTGGGAAG 
GGAACTAACAACTGCAGTGACAAGAACAATGGTAGTGCCAAAGAAAATGGGCGC TAAGGAGTTCTCTGT 
TTGTGAAGGTGAATATGGATGGAACTCCTATTGGAAGGAAGGTTGATCTGATGCACACAGATGCTATGA 
AACCTTGGCACAAACACTGGAGGATATGTTTCACACATCAACTTCAACAATGCTCAATACGATCAAGT 
GGGGAGGAACATGACAAAGCAACAAGATCATCAAAAATGCTGGATGGATCACTGATTTTGTGCTTACAT 
ATGAAGACAAAGATGGAGACTGGATGCTTGTTTGGGGATGTTCCTTGGGGGGAT TTCATTAACTCTGTA 
AGGAGGCTAAAAATTATGAGGACATCTGAAGCTAAGGGACTTGGTAATGCTCC A GTCAGAAGAAAGGA 
ATGGGAGGCAAAAAACCAATCCCATCTAGACCTGGTTTTCAGAACTTTAGCAACTGACGATACATGGCTT 
GAAAGTGATATACAAAAGAGAGAAAAAATTACAGCATAGTCAATGCATTTTG AAAGTAATGATTGATCC 
ACGGCTCTTCTATTTGTTTTGGGATTGTGCTTTTCTTGAATATATATTTGTA AT TTTTTCTG 
 
>0891-94-(6-5-06)_C12 
ATTGCTGGACATCTGCATATTGTGAAGGAGTTGGTAAACATGTTACCCACAGA A TTAAGAATGACGG 
ATAAAGATGGTAATACGGTTCTTGGTTGTTGTGCTCTTGTTGGAAACACCGG TG CAAAATGCATAGT 
TGAAAAGTGTCCAATGTTACTTAGCATTGGCAGCGGAAACAAGTTTGACAAACTCATTCCAGTCGTGATG 
GCTCTTACTTGTAACTCCAATTCAATAGCTACGGCTCGATATCTCTATTCTGTAACTCCTCCAGGAAGTC 
TAAGTCCTGGAAAGGGCAGTGTAAATGGTGCTACGTTTGTTACTCGATGCATTTATTCAAAAAATTTTGA 
TATGGCTTTGGATGTGCTGGAAAAATTCCCTACTTTGGTGACTGCTTTAGATATC GAAGGAGTCCCCT 
GTGCTGGCATTAGCTAGCATGTCTTTTCCATATACGAGTGAAAATCAGCTCATATCTTGGAAACGATGGA 
TCTATAACTGTATACACATTCCCGGAGTTGATGACATCAATCAAATTCCTTAAGCATCCAAAAACTAGA 
AAAGGGAAAAAGTACTCAAGTAAGAAATATCAGATTAGGAATCAGACAAACATATGATTATGAATCGAAG 
CACCAATACAAAAAACTTCTACTTCGCATGTGCCAAGAGTTTCAGTGTTCAA GATAAACAACTAGAAA 
AGGGTCTTGTTTACGAGGCCATCTTCAAAGCAACCAAGAAGGGGATGGTTGGTTTGTTACTGCTATTTG 
GAGCGCATGTCCTGAACTTGTGTCGGCCGAGGAAGAGTTCACATGGAGAAACCCATTT TGTGCGCCGTT 
CTATACCGTCAGCATGAAATATTTCGTCTTCTGTACTGTTTTAGTTTGAAGGACTCAATATTAGCGGCAA 
CAGATTACGAA 
 
>0892-94-(6-5-06)_D12 
AGAGGGATAATAGAGTGTATGCCTTCTTTGCCCAAGGTCTTACTCCTTTGATAAAAAAAGGTTGCATAAC 
AGAGCCCATTAGTGCATCAAGCACCGATAATTATCCTGATGAAAGCATACAGAATACCTTGGAACCGGAG 
GATAGAATTGAGTCAGGAGCTTCATACTGGTCAAGTAAAGGAGAAACTGACCC AACATTCCTGAGATAT 
TAACGTATAAGTTGGTTGCCCAATTGTGTGTTGTTACTGAAATCCAAGTTCCCATTCCAAGCATATTT 
TCAGTATGGCTTCCCTATATATTCATCCAAGGCAGTTCGATTTAGACTGGGCTGTTCCAGACATCCATTG 
GAATTGGACGATGACATCAGAGAGGATATGTTAATTCATCACCGATGGAGTGATGACGATTTTATCTGGA 
CGTATACTTCACCAGAATTTCCAGTGGCTCAGGAGAACGAATTGCAAAAGTTC GT ACCAGAAGCTGT 
TCTTTGCATTGGAGGGATTTTGCAGGTCGAGCTATTGGGTCGGGTTCAGAAACA ATTGATGGATTG 
TATTATATATGTGTCTCCCATGTTCAAGCTGTTGGACGACCACTCTCATCCC TTGATATTGATATGC 
TTGATTCCTCGGGAAAGTGCACCTTAAAATACAACCCCGAAACACTGCGTTGCCAGTCATCAACACAATT 
GTTGGAGGGAGAAGCAGACACACCTTCTCGCCTGCGTACATTCACTACAAGATTGTTACAGCTGCTCGGG 
AATGGACCAGTTGGTAATAATGAATTAGACGAGGAGCCACCTGTCTTGTA 
 
>0894-94-(6-5-06)_F12 
GAATTCGAGGAGGAAAAGACGGTTAAGGTTTTGTATGAAGAACAGCAAGGCCTTGAAGACGATGATGAGG 
TAGAGCTTGGTGATGAGGAAGAGGACGGTGAAGAAGATGATGAGGATGATGATGGAGATGAAGACGATGA 
294 
 
 
TGATGATGATGATGGAGATGAAGATGATGATGAAGACGAAGATGATGATGTGCAGGAAGTTTTGCCTTCC 
TCTGGTGGTCCTCCGGTGCACTCTGTAGATGACGAAGAGGATGATGATGAGGATGATGACGATGAAGACG 
GTGATGACGACGACGACGATGATGGTGAAGGCGATGATGACGATGACGACGACGACGATGATGCTGAAGG 
AGACGATGATGAAGGTGAAGAGGAGGATCTGGGAACCGAGTACCTTGTCAGGCCAGTAGCCCGTGCCGAG 
GATGAGGAAGATGCTAGTGATTTTGAGCCAGAGGAGAACGGCGGTGAGGAGAAGAA TCGATGAGGAGG 
ATGAAGACGAAAATGGTGGGAAGGTTGATGTTCCGGCAAAGAGGAAGAGATCG TAAAGATGATTCGGA 
TGACGATGATGATGGTGGAGAGGATGACGAGAGACCATCCAAGCGATAGGGTTGGGCCTCTACTTGGTTT 
GAGGACTGACCATTGAAAAAATAGGTCAATCTCTATTTCTCTCTCTCTCTAAAAA CCATCTCCTCTTTG 
TAGAAAAGAAGGATACAATGGTTCATGGTTTCTGTTTTTTTTTTTAGTTCCTG ATTATCATGGTAGCAG 
TATTAGGGTCACAAGTCTCTCTGGTTATGCCCTAGTTATGTGGGACTTTTAAGAACTATT 
 
>0895-94-(6-5-06)_G12 
TAGCAAATCCACAGGGAGCCGTCCGATCAACATTCGAGAAAGCAGTAGCTTCATCAGGATTGAATTTCGA 
TCCAGCCTCACTGGACGGCAAGGACTGGGGCGCACTCGATCTTTTCCGCCAATT CT TTCGACCAAACC 
CACCTCTCTCAAGTTCCGATTCTGAATGGTGAAACTATCAAATGGGTTCAGCCCA TACATTGGTTCGGT 
TCCGAGGAATGATACAAGACATGTTGGGTAATGAATTTTACGTTGGTGCTTTTAAGGATGGTGATGTTTG 
GAGAACCAACAAGTTTATGGATGTTTCTCACTTCCCTATGCCTATGGCTTCTA TT TTCCCCTCATATG 
CGAGTTTGGGAGCGCCGTTTGCTTTACTGTGTTCCCGTTCCGGGGCGGAATTCTT GACTGAACCATCGT 
CTGAATTGGTGGTGAATCGATGTGTGGATTGCACATCCCAACAGAGAGAGAC TCGGAGAATGGATGA 
TGAACCCGTTGATCACATGGATATGCTTGTCTCAGATGAGGGATTTCAAGGTT CCCTAGTACCAAAAAG 
ATGAAAGAGGAAGGACACCCTTCCATGTCTTCTCAGACTATGGAGCCTATAAATG AGGCATTTGCTCTC 
ATATGAGTTATGGTACCCAGCATTGAACAGCGATTCTCTTCCTTGTCTTGTAAGA ATATGATTCTCC 
 
>0896-94-(6-5-06)_H12 
AAATCCAGGGACAAGTCCACTCTCCATATATCTCTGTTTCTCTTCCCTAATAAGGGTATAGTTTACTTTT 
ACTTACAGAAAAAAAAGGGTATAGATATAGATAGGTAGATTTGAATATTGACTGAATTATTTTTAGTTCG 
AGAATGGGAACTCCGGAATTCCCAGATCTCGGTAAGCATTGCTCCTTTGACGA CAAACTCATCGATT 
TCTTGCCCTTCACATGCGATCGCTGCCGCCAGGTGTTCTGTTTGGAGCACCAGCTACATCAAACACAG 
TTGTCCAAATGCTGACAGACAAGATGTCACTGTTGTCATCTGCCCACTCTGTGC AAAGGAGTTCGCCTA 
ATTCCTGATGAAGACCCAAACATTACTTGGGAGACACATGTCAACACCGAGTGTGATCCGTCAAATTATG 
AGAAAGTCACAAAGAAGAAAAAATGCCCTGTCCCTGGTTGCAAGGATATCCT ACATTCTCAAACACAAT 
CAAGTGCAGGGACTGCTTGGTAGACCATTGTTTGAAGCACAGGTTTGGACCCGACCA AAATGTCCTGGG 
CCGAAGAAATCAGAAGCAGGTTTCCCATTTATGGGTCTTTTAAGTAGGAGTAAAAGAAGAGTCAAAAC 
CCAACCGAGCTCCAACTTCATCTTCCTCTGCGTGGGCTACAAGCATTCTTAG AGCTTCAACAGTTCG 
AGCCTCAGCTGAAGCAAGCATGTCAAAATTGAGCACTGAAATTAGCCAAAAGTGGCAGATTGCAAAGGAT 
GGGATGGGGCAGAGCAGCAGCAGCAGTGGTGGGATTGGACAAGAGGAGTGCCCAC TGGTGCAAAGT 
TCTCCTCTGTTACAACTCTGGTGGA 
 
>0897-94-(6-14-06)_G07 
CTATCCCACACCTGGAAGTGATACTGGCGGTGGTGGCGGAGGTGGCGGTGGA GCAGC GCGGCGTTGGT 
GGCAGTGGCACCAACAATAATGATCCGAAAACTGGAAAGCCTAGCCAATTCATGCAA CTCCTTCTCCTT 
GGATGAGCCAAAGGCCTCCACTTGATGTTAATGTTGCATATGTGGAAGGGCGGAA AGGCAGACAGAGG 
AACTTCTAATCAACCACTGACACAGGACTTCTTCATGATGTCTTCTGGAAAAC ACGTGAAGATTTA 
CCTCCTCAATATCAGGCTGGTGGATTTATACCCCAGCAAGATGGAGCAGGGGATGCTACTTCTGAGGTGT 
TTGAGATTGAGGTAAGTGGGGGAAGCACTTCTCTGGGTGGACATGGCATAGTCA CAGTGCAAATAAAGA 
GATGCTAGCGCATGCAGCAAGGTCTTGTTCAAAGATGCCTCAACTTGATGGACC ATTCCTGATCCTTAT 
GAAGATGTCATTTCTACTCCCAATATATACAATTATCAAGGAGTTTACAATGA GACTACAACATAGCAA 
ACACACCAGCTCCTAATGATGTACCAGCAAGTACTCCTGCTGTAGTTGCTCAAAATGATGTTGGAGAAGA 
TGACGATGATGAGCCCCCCTTAAACGAAAATGATGATGATGATTTTGATGATGTG CCAAGTAGAGGAG 
CAAAACACACAGCATTTAGTTTTGGCACAGTTTGATAAGGTGACGCGTACCAAGAG AGGTGGAAATGCA 
CGCTGAAGGATGGCATTATGCACATAAACAATAAGGACATTCTCTTTAACAAGGCA CGGGAGAGTTTGA 
CTTCTGATTTTGTTGGAATTTATCTATTTTGCCATTTCCTG 
 
>0898-94-(6-14-06)_H07 
AAAAATGGAGACTCTCTCCCTATCAGCCTCTGGATCCATTACAAAGCTCAGTAG TTTGCTGTACTGCTT 
GTGGTGTTGTTTTTTTTCTCAAGTTTTACTTCAACAGAAGCTTATGATGCAC TG TCCAACTGGAAATA 
TCACAATCAAATGGGATGTAATAAGCTGGACACCAGATGGCTATGTTGCTACTGTTACAATGTATAACTT 
295 
 
 
CCAGCAATATCGCCATATTCAAGCACCAGGGTGGACATTGGGGTGGACATGCA A AAGGAAGTAATA 
TGGAGCATGATGGGGGGCCAAACAACAGAGCAAGGGGATTGTTCAAGATATA GGAACGTTCCACATT 
GCTGTAAGAAGGATCCAACGGTTGTGGATTTATTGCCAGGAACTCCATACAA CAGCAGATTGCTAATTG 
CTGCAAAGGGGGAGTATTAAACTCATGGATCCAGGACCCAGGCAATGCAGCAAGCTCATTCCAGGTGAGT 
GTGGGTGCTGCAGGAACAACTAACAAAACTGTCAAACTACCTAAAAACTTCCCCTGAGAGCACCAGGGC 
CTGGATATACCTGTGGACCGGCAAAGATTGTGAGACCCAGTAAATATTTGAC GCAGATAAAAGGAGAGT 
CACTCAAGCTTTGATGACCTGGAATATTACTTGCACATATTCACAATTCTTGG TCAAAAGACACCCACT 
TGTTGTGTTTCTCTCTCGTCCTTCTATAATGACACAATAGTAAATTGCCCAA TGCACCTGTGGCTGTC 
AAAACAATCTAACAGAACCTGGGAGTTGTGTGAATCCCGATTCTCCATATTTAGCTTCAGCTATATCGGG 
 
>0901-94-(6-14-06)_D10 
ATTGGTGAAAGATTATGAGCGCACCGCGCACCTGGCTCTCTATAAATCCAGC TTTGTGTTCGCGTAA 
TCCCTCACAACCAGTTAATCATCTTCGTCCACCTTCACGCTTCACATTTTCTGGAGCTAAAACCAACGCG 
GCACAACGCTTAACCTTCACGCGCCACACAATTACTCACCTACTCAAATCATACATGGCCGAGTCCCACT 
CCGAGTCCAACTCCGATTCTAGCTTGGCAAATCCAAATTACGCTGAGATAATT TGGTGCGTCACGGTGA 
AACGGAGTGGAATCTTGATGGAAGAATTCAGGGACATCTGGATGTTGAATTAAATGAAGCTGGGAGACAA 
CAAGCAGCTGCAGTGGCTGATAGGCTATCCAAGGAACCTAACATCTCTGCTG A A TCTTCTGACTTGA 
AACGAGCTTTTGAAACTGCACAGATAATTGCGACCAGCTGTGGTGGACTAGA GTA TAAAGAACCTGA 
CCTACGGGAAAGACATTTGGGGGATCTTCAAGGCCTTGTACTGCGCGAAGCAGCC AAGTTAGTACTAAG 
GCTTACCAGGCTTTTTTATCCCACAGCGTAGATCAAGAAATCCCGGGTGGTGGAGAAAGTCTTGATCAAC 
TTTATGAACGTTGCACGTCTTCATTGGAGAGAATTGGTAGAAAGCATAAAGGAG GCGAGTGGTTGTGGT 
CACTCATGGGGGTGTTATCAGAACATTTTACAAGCGAGCTTGTCCAAATGGACGA CTGGAGGGAAGGTA 
CTGAATACATCCATCAACATATTTCACTTGTCAGATGGGGGATGAGTGGACCATAAAATCATGGGGTGAT 
GTTAGTCATCTCAACCGAACAGGGGTTCTGGA 
 
>0902-94-(6-14-06)_E10 
TTGTTTTCTCTGCTGCTATATCAAATGGAGCTCCAACTTGCCCTCGCACTTC G CACAATTCAGTAA 
AAGGGTTCGACCTAAATGATGGTGGTATTGAATCAAAAGAACCGGTGGCTTCGC ACTATGGAGCTATGG 
TGGTTCTTTGGAAAGCAAAAAATGCCTTAAAAACAAACGTAGTTCTGAGGAG CCTTTGGAAAGATGGGT 
GGAGGAGTGCCACAAATATTCCCCCTAATGGTTTGGAGTGGCCAGCCCAATAGG GATGATCGGAAAG 
GACAAAACAGGAAAACTTCTTCCATTGTTAACAAGAATGAAGTGGAAGAAAATCATGTTGTGGGGTGGCC 
ACCCATTAAATCATGGATGAAGAAACAGCTCCATCAGCAGCAGCAGCAGCAGCAGCATCATCAAGGTGGG 
CGGGTCAAGAATGATGGGGTGGCTGAGAGAAGTGGTGGACGAAACTCTTTGTATG CAAGGTCAAGATGG 
AGGGGGTAGCAATAGCAAGAAAGATTGATCTAAGGCTCTTCCACTCTTATCAGGCA TTACCAACACCTT 
GATCAGCATGTTTGATAAAGAACAAAAATTTGACAAAAATGGCGTAAACTAC CACTCACCTATCAAGAC 
AAAGAAGGGGATTGGCTGCTTGCAGGAGACGTTCCTTGGCAAACCTTCATTGAGTCCGTGCAGCGTTTGG 
GGATACTAAGGAATGGCGGATGAGCTAGATAATAACAATGTTTCTATCATGAG TT ATTTTCGTTATGT 
ATTGGTTTAGCAAAAGCATATGGAGTTCCTG 
 
>0904-94-(6-14-06)_G10 
CTCTTAATGTGTTTCATCAAAGTTTGAGGTTTTGTAATGAATTAAAGGTCTT T TCTTGTGCATGGTTT 
TGCAGGGTTATCAGTGGTCAAGTCAGATGACCAAGAATGGTTCTTCTTTTGGCCC GGAAATCAACCGA 
TCCCGAGTGAACAGGGCGACCAAGAGAGGCTACTGGAAATCCACTGGGAGGGATA GAAAATCAGGGCTA 
AAAGAACCAACACTGTAATTGGTACAAAGAAGACTTTGGTGTTCCATGAAGG CGT TTCCAACTGGGGT 
CAGGACCTCTTGGTTTATACATGAGTATCAGCCAGTTGTCTTTCCTCATCACG GA AGCTTTTGTCCTC 
TGCCGCTTATTTAAAAAAGTAGATGTGAGGACTAATGAGGCTCCCTGTGATGATGGTGATGTAAGCAGCT 
GTGCTGCTTCTGATTTTGAAGGTCAGGTGCCAGGGCATACAATTCCGGAGATA A ATACAATCAGCA 
AGAACCTCCAGATCTGGATGCCACATTTACTGATGACTTTGATTTTAATTTGGCAATATCTGTCTGAT 
GATGATGAACAGGAAGAGTATACCTTAGAAGCAGTCAGGCAATCCAATGATTCCA GGCACCAGATTCAC 
CGATAACAATATACTATGATGGTGGTGGACTAAGCAGTGATTCGGACACTGACACAGCCCAAGCACCGCA 
CCAGCAAATGCATATGATTAACAGTGGAACTGCATCCTCGTCTAACCGTGGCCAGTACAAAGAAAAAAGA 
AATGGTGTCGTTCTTGATGATTTCTTGGAACTTGATTCTTCTCCTGTCAACTCAGCTGCAAATATCCCTC 
G 
 
>0905-94-(6-14-06)_H10 
GGGCACGAGTTAGACGATACCAACAGTATAAATGGCAACTAACTAGAGGTGTCGAAGAAGAGAATTTACT 
TCAAAGCCTTCCTAAGGACCTCAGAAGGGACATAACACGCCATCTTTGCTTAAAT CTCAAGAGTGTG 
296 
 
 
CCGATGTTTGAAAAAATGGATAGTCAACTGTTTGATGCACTTTGTGATCGTCTCAAACCAGTGCTTCACA 
CAGAGAAGAGCTGCATTACTCTTGAGGGGGATCCAGTGGATGAGATGCTCTTTAT ATGCGAGGAACCCT 
GACCACTAGGACTGGAAAAACAGGTAATGCTGGTGATCTGAAGGCTGGAGATTCTGTGGAGAAGAGCTT 
TTTGCGTGGGCTTTGAATCCCCGCTCCTCTTCCAGTCTTCCCATTTCAACAAG GTAATAGCTCAAA 
CAGAGGTTGAAGCCTTTGCTCTAAGGGCTGCTGATTTGAAGTTTGTGGCCTCTCAGT TCGGCGTCTTCA 
TAGCAAGCAGTTCCAGCATATTTTCAGGTTCTACTCCTTACAATGGAAGACTG G AGCCCATCGCATC 
CAAGCAGTTTGGCGCAGGTTCTATGAGAGAAAGCTTTATAAGTATTTGCATGAAGCAGAAGACAGATTGC 
AAGATGCTGTGATAGACTTTGCATGGACCTCAAAGGTTGAACACGATGATGA CACAAAGCACCAAAAAG 
GTTGCTACTACTGCCACAGAAGCCTGATGAACCTAATTACAATGGTGAAGATTA CAGAGTGGTGTTCCA 
AGTGATTATTATGTAATTTTTTTTTTAACAAACAAGGTTCACATGCAAGAGGTTTCTGTGTATAGCATGT 
ATAACATGTGCTAAGCAAACTTCAGACTTAATAATTTAGAACTACTGTTTCACTG 
 
>0907-94-(6-14-06)_B11 
GCCCTCCGGCTACGGTTACGGCCAGCCACCGCCACCAAACCCTTACGGCTCCGCCA CCTACGGTGCA 
CCGCCGTCCCAACAACCCCAAGGATACGCCACTCCCTACGGCGCTCCACCCAA A CCACTCTCACT 
CCCCTTACGCTCCCGTCGCCGCCCCCTACGGCTCAGCGCCACCGTCCGCTCC ATA GACCCTCACAA 
GCCTCCAAAGGAAAACAAGCCACCTAAAGACTACTCCTCCGGCTCAGGCTACCT CCTCTGCTCCCGGT 
TACGGCAGCCCGTTCGCGTCTTTGGTACCGTCGGCGTTTCCTCCCGGAACCGATCCAAACGTCGTCGCTT 
GCTTCAAGATCGCCGATCAGGACGGGAGTGGCTTGATCGACGACAAGGAGTTGCAACACGCGCTGTCTTC 
GTACGATCAGAGCTTCAGCTTGAGGACCGTTCATCTTCTTATGAACCACTTCACCAATTCCAACGCCAAG 
AAAATCGGACCTAAGGAATTCACTTCACTATTTTACAGTCTACAGAGTTGGGGATATTTTTGAGAGAT 
TCGATAGGGACAGGAGTGGCAGAATTGATTCAACTGAATTGCGAGAGGCACTTTT AGTCTTGGATTTGC 
TGTCTCACCGGTGGTTTTGGATCTGCTTGTTTCTAAGTTTGACAAAACTGGGGCA AAGCAAGGCCATT 
GAATATGATAATTTCATTGAGTACGTTCTTTTTATTGTTTCACTTTTTTGTTG TGGTTGGAGAATCTG 
ATGCTCTTTTATTTCATTTAATTCATTCAATTTGAAGTTGTAAAATTTAATAT TTTATGTTTATTATT 
GACCAACTTCATTGTTTTTTTTCAATTTTTATGCAGGTGCTGTCTAACAGTTA AGGTGAGCTCATATCT 
TTTATTTAACATCATCATCATCATCATCATCATCATCATCATC 
 
>0908-94-(6-14-06)_C11 
AGCATGTCTAAAGCAAACACAAGAAGACATGATTTGGAGAGGAACAAACTCTCG AAGAAAAAGAGAAGC 
CAAGCCAAAGCATTTTGTCCAAACACCTTAAGAGAATTTACCCAATTGGGCCA AGAAGCGGTTCATC 
GTTATCCTCCCTATCATCCTTATCGTTGTCTTTGTCACAGAACTCGAATGACTCTTTGCTTACAGATTCT 
ACTACTCCACTGAACCAGAAGATTTCTTTAGCATTAAGACTGATTGCACCGT TGAAAGAAGAGAAGCCC 
CCTGGGCAAAAACCGTGCAGCAGCAAAGTCAGGATACTAGTACTGGGGAATTGAGGAGGTGCAACTGGAT 
TACAAAGAATAGTGATAAAGTTTACGTGGCATTTCACGATGAGTGCTGGGGAGTTCCAGTTTATGATGAC 
AACCAATTGTTTGAGCTACTTGCAATGTCTGGTATGTTGATGGACTACAATGG C GAAATCCTGAAAA 
GAAGGGAACTATTCAGGGAAGCTTTTGGCGGATTTGATCCTAACTTTGTCGCCAAAATGGGGGAGGAAGA 
GATTGCAGATATAGCTTCCAACAAGGCTATCATGTTAACAGAGTGCAGAGTG GTGCATTCTAGACAAC 
GCCAAATGCATATTGAAGATTGTGAGGGAATTTGGATCTTTTGGTAGCTATTGTGGGGTTATGTGAATC 
ACAAACCAGTGATCAACCGGTATAGATACCCAAGAAATGTTCCTCTGAGGACTCCAA AGCAGAAGCTGT 
CAGCAAGGATTTAATAAAGCACGGATTTCGGTTGGTTGGGCCGGTGATTGTGTG CCTTCATGCAAGCA 
GCTGG 
 
>0910-94-(6-14-06)_E11 
ATCTTCTATATTATTTGCTCTCTCCTCTGGAACTAGAAGAAGAAGAATGAAGCAAACAATAAAAATAAGG 
TGTGAGCTGTTGTTGCTTCTGTCTCTATTCATCTCCTCATCTCTGGCCTTCCAA CGGATGAACTCCTGA 
TCGAAGAAGAGGACTTGGGCTCAGAAGGCGGATTCCCTGATCTCGCCCACATC GAT TCACCACCACC 
AACCCGGAAGAGGTATTCGGAGTCGGATCAGGATTCGAAGATCCAGTTCTCACTCGAACACGCCTTTGGC 
GACTCCGATTTCTCTCCTGCTGGCATCTTCAACGCTCGCCTCAAAACTTGGAACCACGGGGCCCAGACAC 
TAACAAAGCTGCGTTTTTCAAGGAATGATTTTAGTGAGGTGGAGAAGGAGAAGTTTC AAATCTACTGAA 
AGGAGATGACTTCTATAGGATAAGATTGCCATCCAATGTTTTGAGCTCCTCC TGGGAGGGAATAC 
GTTATATCCTCTGTGAAAGCAAGATGTCTTCCAAGAGAAAGCCTGGATGAACATTTTGTTATACACATGG 
AAGGTGTCAATATCTTGGCCGTAAATTATGGTGCCCCCGGGGCATGTCCACATC CGGCAACTGAAACT 
TCCTGCAAAATGGTCTTTCAAGTCACACACGGTTTTGAAGAACAGTGAGCAG CA CAAGAGCTCCAGTA 
TTTTCTGAAGAAATTCTTGGAGAGACTGCAGAGGGTGAAGTTGTACCGCCACCAGAA GGTCCTTTTGGG 
CTAAATATTGGATGTACCTGATCCCTCTTGGACTGATTGTCATGAATGCCATAA CAAGCAATGAATAT 
GCCGGAAGAACAAGGTGGTGGCCAAGCACAGCAGCCAGGG 
297 
 
 
 
>0911-94-(6-14-06)_F11 
TCCCTCTGATCTGTTCTGCCCTTTTCCCCATTTCACAGTCGTCATTCCATTGTTC TTCCTCCTTTTCT 
CTCTCTTTCTCTCTCTCACACCTTTTTCTTCTTCGTCATAACCCAGTCTAGCG TCTCTGTCGGACCGGT 
CTAAACCCGGTCAAGCTCTTCGTAGATCCTCCACCAACAACGACAATTCAGTCA GAATCCTGAATATGA 
CTATTTGTTCAAGCTTTTGCTGATTGGAGATTCTGGTGTTGGCAAATCATGTCTTCTTCTGAGATTTGCT 
GATGATTCATATCTGGACAGTTACATTAGCACAATTGGAGTTGACTTTAAAA ACGCACTGTGGAGCAAG 
ATGGAAAGACCATAAAACTTCAGATCTGGGATACTGCAGGACAAGAGCGTTTCAG ACAATCACTAGTAG 
CTATTACCGTGGAGCACATGGCATTATTATAGTTTATGATGTGACAGACCAGAGCTTTAACAATGTT 
AAGCAATGGTTGAGTGAAATTGACCGATATGCTAGTGAGAATGTAAACAAGCTT TGGTTGGAAACAAGT 
CTGACCTCACTGCTAACAAAGTTGTGTCTTATGAAACGGCGAAGGCATTCGCTGATGAAATTGGCATTCC 
ATTTATGGAGACGAGTGCAAAAAATGCTACTAATGTGGAGCAGGCTTTTATGGCC GGCCGCTGACATC 
AAGACTCGTATGGCAAGTCAACCAATGAACAATGTAAGGCCACCAACAGTGC G TACGAGGACAACCGG 
TTAATCAGAAATCTGGCTGCTGCTCTTCTTAGTTGGTTCTTTCAGAAATTCCAT GCATGTATGCATATA 
AGAGCAGCCCTTCTCTCTGAATCAGAGTGGACCGTTCAAACCTCCTAAAACT TATGATGATATGCC 
CATCAGTTTGCTTTG 
 
>0914-94-(6-14-06)_A12 
TTTCCCCCAGAGTGTTGTTGATGTGGTTAGGGAAGATTTTCAGGTTAAGAAGTCTGCTGTAGAGGTTGAG 
TTCAATGGCCATCACTTTATGCTTGATTTTCTGCATATGTCTCGAGTGGACT A AACAACCTTACAGG 
AACCCATTGCTTGGATTGATGAAGCAGGTAGCTGCTTCTTTCCTGAAACTTTTGACTGCCATCAACCTGA 
AACTGGGGAATATGAAGACCCAGTGTTGGAGGAGCCTTATGGGCCTCAAGAGATCAAGCTGCTGTTGGAA 
ATTGAAATCAATGGAGTGGATCAATCCAAGCTGAAGGAATGTAGTGGGGAGTCAAAT ATCTAGTTAAGC 
AGATACAAATCAATAATAAACCTGCTAGCAACTGCTATGCTATAGATGTTGGAA AGTTGTAGTAGAGA 
GTCTGATGCAAAAATGGATGAGGATTTTCAGGAAAATAAACAGATACCTGCAAATTTAGTCATGGCGCCT 
GTATCTGAAAATGAAGAATTTAATTGTGATTCTGTGCAGAAGTTGTTTCTTGTGGGTATGGGTGCTTCAG 
GTAGACCCAACATTCTTGATACATACCGTTGCGTAAGCACTTCAATGCAAGCT G TTTGAGCTTTTTCA 
GAACCAGGCAGAGCTAACCCAAAAATGTCGTGGGGATGCAAATGTTCAATATG TTGGCTTGCTTGTTCT 
AAAGAGGAGCTGCCTACAATATTGACATATGGGCTTGGTCATTGTGGACCTTCC AATTAAGTCCATGT 
ATGGTATTGGTGTTCATCTTGCAGCTGCTAACTGCTCTTACACCAGTGCAAAATTTTGTGATGTTGACGA 
AAATGGGGTACAACACTTGGTGTTGTGCCGA 
 
>0915-94-(6-14-06)_B12 
CCTTGCCCTGATTTTGAAGAAGTTTTGTCCTGCTACAGAAAAATACTTCCAAACATGCGATTTGCAGGGC 
CAACCTCTTATGCTCCAATAGTTGAGGCTGCAATTAATATTGTAGAGAAAAGTGGTGGCCAATTCCATAC 
CTTGTTTATCATTACTGATGACCAGGTTGTATCAAAGTTTTTCATTGCCCCC T TTTCCCCTCTATCC 
TTTTTAACACAAATTGACATGCTGCATGCACCCAAACTATCTTAATTAGAATGTTTTCTTTTGTTGTGAA 
GGCTACAAGTGGCATCAATATAAGTGATAAAGAAATACGTTATGAAGAACTGTGGTGAAGAACTAAGT 
GATGAAGAACTAAGTGCACAGGAAGAGCAAACAATTGAATCAATTGTCAATGCGAG TCATATCCTCTCT 
CAATTGTTGTTGTTGGAGTCGGTGATGGACCTTGGGAAGACATGCAGAGGTTTAAGGAGAAGATCCCTGC 
ACGTGAATTTGATAACTTTAAGTTTGTTAACCTCACTGAATTTTTGTCCAAAATGGCAACACCTTCCAGC 
AATGAAACAGCTTTTGCAGTAGCTTCCCTAATGGGTATCCCCAGCCAGTACAAAAA GCAATGGAACCTG 
GCATGCTTAGACGTGTGACAGGAAGAGCAAAGGAAATCAGTCCACTTCCTCTC AGGTCCATATTCTCA 
GTGGGCAACCTATGAAAACCAGGAGATCTGCCGAATTTGTCTTGCTGATGAA GGACACGGCCTTTAAC 
TGTGGCCATGTGGCCTGTGGAAGCTGTGGAAAGAAATTGTCCAAATGTCATGCCGCTGTGAGATCA 
GATTTCGTATCCCTCTGTGGAAATGAATTGTCAATAGCGGCACTTTTAA 
 
>0916-94-(6-14-06)_C12 
ACTTACATTAGTCCCCTCTCTATACTTGTCATCAATAAGTTATTTATGGAATTTTCCGTATTATCATT 
TGACCCTTTTCAATTTTTATACAGGTAATTTCCATTATTAGCAAGTATGCAGCCATGAAATGCAACAATA 
ACTTTTGTTCATGAGCTGCAATGCCACTTGGGTTGATTACTTGATGGACAAA TAGTCTCTTATTGGTTC 
TTTTAGCCTTTTCTTTTACTATGAGGTTGATTAATTATCTTTTTATTTAACT CCATACATCGCACAG 
GTTAGCGACTAGTGGATTTGAGAAACCTTAGCTCCAAGTAATTGGGGTTAGAGCTGATCAGGTCAGCTAC 
CTAGGTTTGTAGTTTATAAGCCTCTAAATCCACAACTAAGATTTTTGAATCTTGAGTGGAATCAAGGATG 
GCAGTTGAAATGTATTTCTGCAAAACCAACATAAAGTGCCCTTATTCAAGGTGTT TTGTTGGTTTTTT 
TTAATTAATTTTTATTATTTTTTACTTTATAACGTAGAGATCCTTTTCAAAGTAGAGCCCTTTGGAGTTT 
GGAATCACCTCTAGCCAATAAAACCTATGGGCAACTAACCCTAACCACCATAACTAGTTGCCAGGTAATC 
298 
 
 
CAGGGCATTCACTCCTAATGGGCTAAGCAATTTATGCTCATACCCATAAGCTTCTTTTTTTAACACATGT 
TTAATCTTTATTCGAAATTTGTGAATTTTAGAGATTAACTCCGCATTGTTAC CTAAAAGCATTGTCT 
CAGAGTGCCATCAAGTCCTCAAAGTTTAACCAAATCTTTTCTTTTTGACTCAGCAAGGTGAAGTGAGGAT 
GGCTACTGGCAACCTAAAGAATATTCTGGCTACGGCAGTCACTAGAGGAGTCCGAAGCAAGGGCAAGG 
ATATTTGGGCACATACTGAACCC 
 
>0917-94-(6-14-06)_D12 
GAAGACTTTGAGGCAGTTGTTGGAGATTTTGGGTTGGCCAAGCTTTTGGATCACA GAATCCCACGTCA 
CAACAGCTGTGCGTGGCACTGTTGGCCACATTGCTCCAGAATACTTGTCAACC GTCAATCATCAGAAAA 
GACTGATGTGTTTGGCTTTGGAATTTTGCTCCTGGAGCTAATCACAGGTCATAAAGCTTTAGATTTTGGA 
CGAGTAGCAAATCAGAAAGGCGTAATGCTTGATTGGGTTAAAAAGCTCCATCAGGAAGGAAAGCTAAGTC 
AAATGGTGGATAAGGATCTAAAGGGCAACTTTGACAGGGTTGAATTGGAAGAAATGGTTCAGGTTGCCCT 
CTTGTGTACTCAGTTTAATCCTTCCCACCGACCGAAGATGTCAGAGGTATTAAAAATGTTGGAAGGAGAT 
GGTTTAGCTGAGAAATGGGAGGCCTCACAGAAGGTTGAGACACCCAGATTTCGATCTAGTGAAAACCCTC 
CTCAAAGATACTCAGATTTTATAGAAGAATCTTCGCTTGTCATAGAAGCAATGGAGCTTTCCGGCCCTAG 
GTGATTTTTAATTTTCTTTTATTCTTTTCCTCTTGCCTTTACAAGGCATCATTTA GTTCTAGTGGTTTG 
AATCGGAATATGTGATTGGTGTTGATAGCTGCTGTATTCATCTGTATAAAGTA GAAAGTGTTGTAT 
AAGTATCGTCGTTCTTCCTCGTAAAATTAATCAAGTTTATTGAGCCTCTGCCAGATATCTTGGGAGTTTG 
TTACAGATTTTCTTTTAGTTTCTATTGTGATTGTAGTTTGTTTTC 
 
>0918-94-(6-14-06)_E12 
TTTCTCTGAGGTAGCAGCAGAGAGAGTTCTTGATGAGATGGTGAAGTTGATT AA CCTCAGACTGTA 
GTTAATAACCGTAACAAGGCTTTGATGCTAATTGAATCATGGGGAGAATCGACCAATGAGCTCCGCTATT 
TGCCTGTTTATGAAGAAACATACAAGAGTTTAAGATCAAGGGGCATTCGGTTC CTGGTCGTGACAATGA 
AAGTTTGGCACCTATATTCACTCCTGCTCGTTCAGTATCAGAGTCAGAATTGA TGAGGCTCTTCCTCAG 
CAGATTGAGCGTGATCTTCCAGTGCAAAGCTTTACGGCTGAACAAACAAAGGAAGCATTTGATGTTGCAA 
GAAACAGTATTGAGCTTCTTACAACGGTTTTATCCTCTTCACCCCAGCAAGTGCTTTGCAGGATGACTT 
GACAGCCACACTGGTCCAACAGTGTCGTCAGGCACAATTTACTGTCCAGAGAATTATT AGACAGCTGGA 
GATAATGAAGCCCTGCTTTTTGAAGCCTTGAATGTGAATGATGAGATCCAGAAAGTTCTCTCCAAGTTTG 
AAGAACTGAAGAAGCCTTCAGTTCCACCTGAGCCAGAACCAGCTATGATACC T G TGTTGAGCCTGA 
TGAGTCACCCCGTCATGCAAAAGAAGATGCCCTAATTAGAAAACCAGCTGGTTCTC AGGTGGAGGCCAG 
GGGGGAAGTACCGATGAAATGATGGATGATCTTGATGAAATGATATTTGGTAGAAAGGTGGGGGTACAT 
CTGAAGGTGGGCATGATTCCAAGAAGCAACCACCAAAGGGTGATCTCATCAGC T TGAGCTGCTTCACA 
TAGCCGATTATTATGTGGTTTTGGGACAGAGCATGCC 
 
>0919-94-(6-14-06)_F12 
CACACAAAAAAACAAACACTTTGTGTGCGTACTAAAGAGAGTAAAATGTTGA G CTCGTGCAATGTGT 
TGAGTGACCAAAGCCAAGCGATAACCCAATATGGGTTTATGGGCCGAGGGCC TTTTGACACGTGGGCA 
CCGGAGAAATGCCGTCGTTTTAGGCTCTGGTTCTGGTTCTTCGAACAAAGGT C TTTTGGCTGTGGTG 
TCTGACCGGGTAATCGGATCCGGGTCAGGGTCAGGGTCAGGGTCGGGGTCGG AC TGGCGGACCGTT 
TGAGACTTGGGAGCTTGACGGAGGATGGATTGTCTTATAAGGAGAGATTCATAGTGAGATGCTATGAAGT 
TGGGATTAACAAAACTGCCACTGTTGAAACCATTGCTAATCTCTTGCAGGAGTT GATGCAATCATGCA 
CAGAGTGTAGGATTTTCAACAGATGGCTTTGCAACCACCCCCACCATGAGGA ACT CATCTCATATGGG 
TTACTGCTCGCATGCACATTGAAATCTACAAATACCCAGCTTGGAGTGATGTGATTGAAATTGAAACTTG 
GTGCCAAGGGGAGGGAAGAATTGGAACCAGACGAGATTGGATACTCAAGGACATGCT CTGGTCAAGTT 
ATTGGAAGAGCAACAAGCAAGTGGGTGATGATGAACGAAGACACCAGACGTCTTCAGAAAGTTAGCGATG 
ATGTACGGGATGAGTATTTAGTTTATTGTCCGCGAGAACCCAGATTAGCAATTCCTGAGGAGAACAGTAG 
TAGTTTGAGAAGAATACCAAAACTGGAAGATCCTGCTGAGCATTCTAAGCTGGGA TGTGCCTAGAAGA 
GGTGATCTGGACATGAACCTGCATGTTAATAATGTCACC 
 
>0920-94-(6-14-06)_G12 
ACCACAACCGATACTCGCATTCGTTCGCTTCAAAGTTCGAACTCACAAAAGCAAG TGTCTCTTTGTCT 
CTGTCGGTGTGTGTGTCGGTGTGTGTGAGAGAGAGGGATCAGAGATGTGCACGTTA AGAAAAGAGGCAG 
GATTTTCATCCTAACGATAACAGGTTCCGATGAACACAGGCTAAACCCAACG TC TCGACGCAATCCAA 
TCGGCTCTACACCGAGTCCGAGCCGAGTCAGCATCCTCTTCAGCTCTGATCA CACCGCCCAAGGCAAGT 
TCTTCTCCAACGGCTACGATCTCGCCTGGGCCGGCGCCTCAAAAGCTCGCATGGAACTCATGAACTCCAA 
GCTACAATCCCTCGTAACCGACCTCATCTCTCTCCCAATCCCCACCATCGCCGC TCTCCGGCCACGCC 
299 
 
 
TCCGCCGCCGGCTTCATCCTCGCCCTCAGCCACGACTACATCCTCATGCGAAGC ACCGAGGCTTCCTCT 
ACATGAGCGAGCTCGATATCAAGCTCGTGATTCCGCCTTGGTTCGTAGCTCTCGT GAGTGCAAGATCGG 
CTCGCCTAAGGCTCGGCGCGCCGTCGTTTTGAAGGCGGCTAAGATCACGGCTAAG AAGCCGTCGAATTG 
GGGATCATCGACTCGGCTCACGATAGCGCTGACGAGACCGTTGAGTCTGCTGTGAGAT GGGCGAAGAGT 
TAGCGAAAAGGGGATGGGATGGACCCGTGTACGGTCAGAATCGCATGCGATTG T C AAAGTCTTGGA 
TGAGATTGCTCTTGACACCCCTGAGAGTACTCAGACTCGATCGCGGATGTAA CAAA CGCGTGTCGTTT 
TGGTTGTTAGCTATAAAACGGTAGTAACTG 
 
>0921-94-(6-14-06)_H12 
TGACCTATCGCTTCTATTATTTGTGTGCAAGATATTGGCTATTGGATGAAATA GAAAGACCTATTTTGG 
ATTTTGACTTGAGGGAATTGTAGAGAATGGCATGCAGAGGGTGTTTGGAGTGTCT T GAAGCTTCTGAA 
CTTGTTGTTGTCCCTTGTGGGTCTGGCCATGGTGGGCTATGGGATCTACTTG GG GAGTACGAAAGA 
ACCACCACTAATGCTCTTTTGTCCTCATCGGTGAGCGGTGATGGAAGTTCGGT CAGCTCAGTCGACCAC 
TGCTTATGGGTGTTTCCCTATCGGCTAGTATTTTGGATGACCTGCCCAAAGTTGGTTCATATACTTATT 
TATCGCCATAGGAGCAATTATCTTCGTCATTTCTTGTTTTGGTTGCATCGGAGCTGTAACAAGGAATGGA 
TGTTGCTTGACTTGTTACTCGGTATTGGTGATTTTATTAATCTTGGTAGAGCT G ATGTGCGGCCTTCA 
TATATTTTGACAAAAGCTGGGAATCAGAAATTCCAACAGACAGGACTGGAGATTTTGACATGATATATAA 
TTTTCTGGAAGAGAATTGGAAAATTGTCAAATGGGTTGCTCTTGGAGCTGTT TTTTGGAGGCACTGCTA 
TTCTTGTTAGCCCTTGTGGTCAGGGCAGCAAACAGACCACCAGAGTATGACAGTGATGATGAGCTCATTG 
CCTCAAGGCAACAGATCAGGCAGCCACTCGTCAATAGGCCACCAGTTGCAGCAACAGGTGTACCAGTTGC 
TGGCACCATTGATCAGCGTCCGAGTAGAAATGATGCTTGGAGTACACGTATG GAG AAAGTATGGGCTC 
GATACTTCTGA 
 
>0922-94-(6-15-06)_A01 
AAACAAATGGGAGAGGAGGAGAAGAAACCAGAGGAGAAGAAGATGGAGGAGAAA A CCAGAGGAGGAGA 
AGAAAGAAGAGAAGAAGGCAGAAGAGAAACCAGCAGCAGAGGGAAAGAAAGGGA GCAGCTAAGGATGG 
AAAGGAATCCAAAGAAGCTAAAGAAGAAGCACCACCACCACCGCCTCAAGAAATTGTGCTCAAAGTTTAC 
ATGCATTGTGAAGGTTGTGCCCGCAAGGTTCGGCGCTGCCTCAAAGGCTTTGAAGG GTTGAGGATGTTG 
TAACGGATTGCAAGATTTCAAAGGTTGTGGTGAAAGGTGAAAAGGCTGATCCA TGAAGGTTTTAGAGAG 
AGTTCAAAGGAAGAGCCATAGGCAAGTTGAGCTCATCTCTCCGATCCCAAAA A GACTGAGGAGGAG 
AAAAAGTCCGAGGAGGCAGAGAAGCCCAAGCCTGAAGAGAAGAAAGAAGAGCCTC TTATCACAGTGG 
TGCTAAAGGTTCACATGCATTGTGAGGCTTGTGCACAAGAAATTAAGAAACGTATACTGAGAATGAAAGG 
AGTTGAGTCGGCAGAGCCAGATCTAAAGAGTTCAGAGGTAACAGTGAAGGGA TGTTT ACCCACCAAAG 
TTGGTGGAATACGTGTACAAGAGGACTGGAAAGCATGCGGTAATTGTGAAACAA CCGGAAAAGAAGG 
ACAAAGAAGAATCCAAAGATGGTAACAAGGAAGAGAAAAAAGCTAAGGAAGGT TG TGGTGGTGGAGA 
CAAAGAAACCAAAGCTGAGGAAGAGAAAAAAGAAGGTAAAGGAGAAGAAGGCAAAGCCTGAGGCAAAAGA 
AGCAGCAGCAGCCACTACAGAAGAGACTAACAAGGTGATAGAGCTTCAAGCAAATGCATATCAGTACTAT 
CCACCAAGTCAGTACTAT 
 
>0923-94-(6-15-06)_B01 
AAGAGGCAGAGAGAGAAAAGCAGCAACAGCAACAGCAGTAGCAATGGTGTCGCTCAAG TCCAGAAGCGG 
CTCGCCTCCAGCGTCCTCAAGTGCGGGAAAGGCAAGGTTTGGCTTGACCCCAATGAAGTCAGCGAAATCT 
CAATGGCCAATTCCAGGCAGAACATCAGGAAACTGGTGAAGGATGGTTTCATCATCAGGAAACCAACAAA 
GATCCACTCTCGCTCCCGTGCACGCAGAATGAAGGTGGCCAAGAGGAAGGGTC TCACTCTGGATATGGT 
AAGCGCAAGGGTACTAGAGAGGCAAGGCTGCCAACCAAGGTCCTTTGGATGAGGAGAATGCGTGTACTAA 
GGCGTTTGCTCCGTAAGTACCGGGAAGCAAAGAAAATTGACAAGCACATGTAC ACATGTACATGAA 
GGTGAAAGGTAATGTCTTTAAGAACAAGAGGGTGCTCATGGAGAGTATTCACA G AAGGCTGAGAAG 
GCAAGAGAGAAGACTCTGTCTGATCAGTTTGAGGCTAAGCGTGCTAAGAACA G C AGCAGAGAGAGAA 
AGCATGCCAGAAGGGAAGAGCGTTTAGCACAGGGACCTGTTGAGAGGGCACC CAGCAGCTGCACCACC 
TGCGCCACAACAAACTGAGACTTCTAAAAAATCTAAGAAGTGAGAAGCGTAACATC CTGATGAACACAT 
AGCAAGAGCTCAAAATACGCGAATACTCTTTTGTTTCCTCTGAAGGATTTCT CATCTTAGCTATTTTA 
ATATGTTTAATGAATTTTGCATTTCCATCACAAAGATTTAAATCTTGGAACTCTCAACTGTTC 
 
>0925-94-(6-16-06)_C11 
AGGAAGGAAAAATTCATATTCACAGAGCAGAAATCTGAATCTACATGGTGACTTCACTTTGACTATTATT 
TCAGCGTCAAAGGATTACAAATCAATCACAAAAACATGTAATAAGTGACATATCA CAATTGCATGCTGA 
TCCAAGACCGTGAAGAGGTGCAGCCAACTGTCAACCTTCACCCGAATCCAGTGTTCTAATTCCAACTAGC 
300 
 
 
AGCAGTTTCTCCTGGATCAACTATTTCCTCAAACGATTGTATAACATGAAAAT G CTGACAAAATTTC 
ACCTTCATTTTATATATGTCTGTATTCCGTTGCTTCATTCTCAAGCAATTCC G TTGTCCAGAATTAG 
AAGAGATGCACCCTTGCAAAAATAAATGAGGCCTTTGGAAACCCTTTGCACCAACTTTCCAATTGGTGCA 
GCTGACTAATCATGGTAATGTAGGGTTTGAAAGTCCCATAGATTCTGCAACTTCTCTAGCAGTAAAATTG 
TCTGCCTGTGCCTGAAGCCGATGCAACAGATGCATCAAGAAGAGATGTACAATAC AATAAAAAAGCA 
GGATAACTCGAGCTGTCGGGTACCGCCAGAGAAATCTTGTGGCCCTGACAGCTCCTGTATCTAATAGTTT 
TGCTGCCTTCTGCAACTGTATGCTTGCCCCAACCATGTGGCGGTGATAAAGGGGAGAGGCTCAAGTGCT 
TTTATTTCAGTGTCTTCTTCCCAAGATGTTGATGTCCGGCGGGACACTTTATTTCTATCAGCCTCTACCT 
GTGCTTCTTGAAGACGCTTTAATTCCTTCTCCAATTGAAACTCTGCTGCAGTTTTCACTAGCCATGGC 
TTCTAACTGTGTTTGTTTGTAGTACAGCAGATCAGTTAGTTCACGGTAGCGC TCTCTAGTTCCA 
 
>0926-94-(6-15-06)_E01 
TTTGTATTGCATACTGACTGCCCTC 
 
>0926-94-(6-16-06)_D11 
CAGCTAAAAAGAAATTTATTGCTCGATCAAAATCGTACCATGGTTCAACTTTG TA CAGCTAGTCTTTC 
TGGCCTTCCAGCTTTGCATCAAAAATTTGATCTGCCAGCTCCATTTGTATTGCATACTGACTGCCCTCAT 
TACTGGCGCTTTCATCTTCCAGGGGAAACGGAGGAAGAGTTCTCAACCAGATTAGCCGTTAATTTGGAGA 
ATCTTATCCTCAAAGAAGGACCAGAGACGATTGCTGCATTCATTGCTGAGCCTGTCATGGGGGCAGGAGG 
TGTGATACCTCCCCCTGCTACTTATTTTGACAAGATTCAAGCTGTTGTGAAGAAAT TGACATTCTTTTT 
ATAGCAGATGAGGTAATTTGTGCGTTTGGAAGGCTGGGCACAATGTTTGGGTG GACAAGTACAACATAA 
AACCAGACCTTGTGTCTCTTGCAAAGGCCCTTTCTTCTGCTTATGTGCCCATGGAGCTGTGCTTGTGAG 
CCCTGAGGTATCAGATGTCATACATTCTCAAAGCAGCAAACTTGGTAATTTTTCTCATGGATTTACTTAT 
TCTGGACACCCCGTATCTTGTGCAGTTGCAATTGAAGCTCTCAAGATCTACAAGG AAGAAATATTGTTG 
AGCAAGTAAAGAGCATTTCCCCTAAATTTCAAGATGGATTAAAACCATTCTGA AGTCCCATAATTGG 
GGAGATACGGGGAACTGGCTTAATACTTGGTACAGAGTTTGTAGATAACAAC CTAATGATCCGTTC 
CCTCCTGAGTGGGGGATAGGCGCTTATTTTGGAGCACAGTGTGAGAAGCATGG ATGTTAGTACGTGTGT 
CAGGAGACAATATAATGATGTCTCCTCCATTTATTATTACCCCGAAAGAAATT TGAGTTAAT 
 
>0927-94-(6-15-06)_F01 
AGTTCTTAAGGTGATCATTGAAGAAAATAAAAATTTGGGTTCTGTTTGGATTGTA AGTTTTATTTTTGA 
AATGGTTTTGATGTGTGAGATTGTGTTTGAGGAAGAAAACGTTGAAGAAGGGTGGGAAAAAGAGAGA 
TAGCACACATACAAAGCCAGCCAGAGTAGCAGAAGTAGAGAGACAGAGAGACAAAAA GAAAAAAAGAAT 
TTCTGGGGGTTCATTTTGATCTGCTTCTGCTGGTAATTCTTATCAAAGCTCTTATCTTTCTCTGTTTTTG 
AATATTGGTGAATAGAGACTTGTTTTTAGTTCTGTTCATTGTTCTGTCTTTTTTTGCTTTGTGTGATTA 
TGTTGTAAAGTATATGTTCATTGTTTTATGCTTCATTAGTAAAGAAAGTTGAGAAGAAAAAATTCTCTC 
AGAAAACAAGCTGTCTTAACATGAATAGTTGAGTTATTGGTTTTGTGAAACCAT CAAGCAGTATCAAAG 
CAATTTTCACTTTCTTCCATTCCTCTGTTTTCTCATATGCCGAACTTATTGC GAACAAAATTGTAAAAA 
GAAAAAGAATTGTTTTGCGTCTGAAAGAAGTGAAAATATGTATGTATTCATT AT GTTCGGTATTGTTT 
ACAGGATTATTGGCAATGTCTGCAACTATAATCAGCGATCCAATGGTTCTTTCAACCCCAGAAACACAAA 
ACAGCAGCAGCTACAAAACTCATTTCCCAACTTGAAGTA 
 
>0929-94-(6-15-06)_H01 
AAATTCTCATCAAAGGAAGTTAAAGTTTGAATCTTTTAGTCACAGAAGGAAACAT CCCTAGATTTCAAC 
TTCTCAAAGCTTCGGTCTCATCCGGCAAAGATTTTGTTGAGCAAGCGTGATGCATTTGAATTTGAGGAGA 
GAACAAGCCCAAATGAGGTCAGAAAAGAGATACAGCAATGCTATGAACTCAT CACAGACTTGGGAGGGG 
AGTCGTGTATTTGGGTTCATCAAGGATGGGACCTGCTCATTCTCATTACCTGC AACACAAGAGTTGGGT 
AGAGAGATTGCAAATCTTTTGGACTGCACTTCATGGAGTGGGGTTGGCCCTGGGTTAATGGATGCTGCTA 
CTAAAGGTGCTTTACAAGCAGGAAAACCAGTGGGTGGATTTAAGATAGGTAAGAAGCTGGTGAATGGAC 
AGCATCAAATTTTCATCCATATCTACCTCAAGAAACTTACCTTACTTGCAGGTTTTTTTCTGCAAGGAAG 
CATGGGTTGGTGGATGCTATAGTTAGGAGCAGTAGTTCTGATAGAACTGCCGTTGTTGCTCTTCCTGGTG 
GTATTGGTACACTGGATGAGGTGTTTGAGATATTAGCATTAATTCAACTGGG ATAGGATCAAAGCT 
TCCGGTTCCCTTCCTTTTAATGAACTATGACTCATTCTACTCAAAGTTATTAG C TTCTTGATGATTGT 
GA 
 
>0930-94-(6-16-06)_F11 
CTCACACACACACACACTAAAACATAGAAAAATAAAGAGCAAATTCATCAGG G TAATACAGCTCGCAA 
301 
 
 
ACTCAGTTTGATACTACTAGCAACCATGACTGTCGAGGTTGTTAAGGCTGAAAACCCAGGTGGCTGAG 
GTTGTTGTTGGTGCTGTTGAAGAGACCAAGAAGGTTACCAATGAGAGTGAAC AGTTGTTGAAGTAGGTG 
ACAAAGTGAAGGAATTGGATGATGAATCCAAGCCCAAAATAATTGAGAAGAGCTCGTCTTATAAGGAAGA 
GAGCAACTTCCTCTCTGATCTAAAAGAGTTTGAGAGGAAGGCTTTGAATGATCTGAAAGCTAAACTCGAA 
GAAGCCATCCTCGGAAACAACATATACAAGAAAGAGGAGCCAAAAAAGACTG G GAGAAGAAAAAGAAG 
GCGAAGAGAAGGAAAAGGAAGACGAAATTGTTGCTCAAGAATGCGAGGAAGAAAAAGT GACACAGATAT 
CTCAATTTGGGGAGTGCCCCTTTTGCCAAGTAAAGGCACAGAGGGTACTGATGTAGTCCTCTTGAAGTTC 
TTGAGGGCTAGGGAGTTTAAAGTCAATGATGCCTTTGTGATGCTCAAGAAAACCCTTCAATGGAGGAAGG 
AGGCCAACATCGATTCGATCTTGGACGAGGAAATTAGCCCGGATCTAAGCTGGCTGCTTACATGAATGG 
AGTTGA 
 
>0931-94-(6-16-06)_G11 
TATTCCAAGATTCCAACCCATTACTATTTGTCTCTTGCTCTCCTTGCTTATATTTCCCACCATTTAAGAA 
TTCTGAATTCCCAACTTTAACCAAACACCCTTACTCATTTCTCATATTTAAAAA AAGAAAAAAACACG 
CCTCTCTTTCAAAAGTAGGAAAAATCTTTTCCTCTAGCTAGGAATTGGATTTTAT TTCTGAAACTGAG 
GAGCGCTTCTTTTATTTTGTTAATTGGCATACAATGGAAAACAAAAGGAGGCA GACGAGAATGACTCGG 
ATTTGAACTCGCCCGAGCCAAAACGTATTCGTACTGACTCGGATAACTCGACCGAGTCGACTCTTGTTAA 
CTCGGAAGACTCGGATTTGAACTCGCCCGAGACGCACCTTTCCGAGGAAGACCTACTC ACATATTAAAC 
GACTCGGACATAGTCACTGACCGTGACCCGGCGATTCAAGGCCTCGACTCAGTGATCAAAAGCTTCGAGG 
AAGAAATACTGGTTCCAGCTCCAGCGCCGGCGGCGCCGGCGGTTATCGACCA A AT AGACTCCGGCGA 
GTCCCAGCCGGAGCTCGGTTACCTTCTCGAAGCTTCCGACGACGAACTAGGCCTCCCGCCGACGACCTCC 
TCCGGCGAGGAAGTGAAAATCGAAGCTGTGGATTTCGAGGCGAGCTCAGCCT GGATTGGATGGGATCT 
TGTTAGGGTTCGAGAACGAGATTCCGAGTTACGACTCGTTCGAGTTCGGAACG TGTTGACTCGGAGAG 
TAATTTGAACGATAATAATTGCGAGTTCGTGGCATTAGGAGGTTTGTTTGATTA TCGGATCAGAGCTAT 
GACCCGGCTGGTGATTCGGAGTTACTGTGGAGACCCGAATCACTGCCCGCTTTGTA TA 
 
>0933-94-(6-16-06)_A12 
 
>0936-94-(6-16-06)_D12 
CTGCAATGACTAACATGATTTTGGCACAAACAAGGGAGTACTCAACCAGCAGGTCCAAGTGCAGCACCAC 
CATCATCATTACCACCATCACCACCACCATGTGCACAGCATGGCCCAGCAGGAGCTG ATAACCACGATG 
ATCTGTCTTTGAAAAACAATGCAGATGCAGCTCCTCAATGTGGATCATCAAATTTGTTAAGTGCATCTCT 
TGAAGGAAATGCTGGCAGTCCCAGTTTGAATGGAAGTGCCTCAGGAAGCAACCTCGGGAGCAATGGGCAG 
AATGGAAGCACTGCCACTTTAAATGCTTCAGGAACAAATATGGAAAGTGATAATGGGATCACTGGAAAAG 
GGGAAGCAAGTGGTATAACCGGATTTACAAGCAGAAGTGGAATTGATCCAGACCGTGTTGCACTAAGAGA 
GGCTGCTTTAAACAAATTCCGCCAGAAGAGGAAAGAGAGATGCTTTGAGAAAAAG TCCGATACCAGAGC 
AGGAAGAAACTGGCAGAACAGAGACCACGTGTTCGGGGGCAATTTGTTCGACAGGA GTGCACGAAAACA 
AAAGCAAGTATACACATTGCTAACCCGATTTGTCCCTGATAGTACGTATAGAATCTTGTACATGTAATAG 
GCACTAGATGTGTTCAGGAGAGGAAGCATTCAGATTTCATCTTGCTGGATGTGGGCATGTGGTGGAAAGT 
TACCAAAGTGGTGATCAAAGACCAAATGGAATGTGTGTGAGGACTCGACAGAAACACCTTAGGCCTTAGA 
CTCTGTTTTATTGTTATGCACTAGTATGCTATTATTAGTACTACTAGTACTACT AAAAGGTGGTAACCC 
TTGAAAGAGTAGACCTCCTCTAAAAAAACTCTTCAACTCGGTTTGCTATTGTAT TAAGACTTTTTTAC 
ATGAGTG 
 
>0938-94-(6-15-06)_A03 
CTACAGAGACACCCATTGAAGTAGTTTTTTTAAAAGCAATTTGACAGTTGAT GTCATATAAATGTTGA 
TATAACTTTAGTTTTGTTTTCTAGTGGGGATCATTTGAAAATTGATACTTGT CTACCAGATGTTTCAT 
ACTAATCCCATATTGTGAAAAAATAAATTAAGTTAAACTAGTTACCATCCTTAATGCGCATTTGATGGAT 
TCTTGTGTATGTATATAATTGTTCTGAAAAAATGAGTAGGATGACACCATCATATATTCAATCACATCAA 
AGTACTAAAAATATATATATATATATATATATATAACAAAGACTTTTATTTT CTTTAACGTGTGGGAA 
TCGCCAGATAGCAGTGGGCCAATTTTCAGAAATTCAAATCATGGTGTAATTGTAATTAATAGTGTCCATG 
GAGATTAGTGGTTATTCTATTAATTAAAATGAAATAAAATAATATGGGCAACA TCATGTAAAAAAATA 
AAATAGTCACTTTCTACACCATTAGAATTTTCAGTTAGATTCAGGTAAAAGG TCTCTCATTAGAAAGTT 
CCTATTTAGGTGGTTCCTTGCTTTGTCTTCTCTCTACATCAAACAATTTAGAGG AGTTATCTTTAGTAC 
TTCGTATACTTCTGTTCAGTTACTGCTCTGTGGTTGACATTTTTTAAGGTATTGG TCTGGATTTCCAAT 
ATTATCAGTTGGAAAACACTGTTCTTAATTGGTTCTTCAATGTTTTTGCTGAAGATTTCAGTCATCTTTT 
GTGGCAAATTGTATGAGAATTGATTTGGGTTCTCAATATTTTTTCTTCTTTAA 
302 
 
 
 
>0940-94-(6-15-06)_C03 
TAAATCTCTTGCTGATTATGTACATGCAAAGGGCCTCAAGCTTGGGATTTATTCTG TGCTGGGGTTTTT 
ACATGTGAAGTTCGACCAGGATCACTATTCCATGAAACTGATGACGCAGAGTCGTTT CTTCTTGGGGTT 
TGGATTATCTGAAGTATGACAACTGCTTCAATCTAGGCATCAAGCCAGAAAA CG TACCCACCAATGCG 
TGATGCTCTAAATGCAACTGGACGCACAATTTTCTACTCAATGTGTGAATGG GTGAGGATGATCCAGCC 
TTATGGGCAGGCAGGGTTGGAAATAGCTGGCGTACAACTGGTGACATCAATGATTCATGGGCAAGCATGA 
CTACAATTGCCGATCTGAATGACAAATGGGCAGCCTACGCTGGACCTGGTGGA AATGATCCGGATAT 
GTTGGAAGTTGGCAATGGAGGCATGACATACCAGGAGTACCGTGCTCATTTTAGCATCTGGGCTTTGATG 
AAGGCCCCTCTTTTGGTTGGTTGTGATGTAAGAAACATGACTGCAGAAACTTATG GATTTTAACAAATA 
GGGAGGTCATTGCCGTAAACCAAGACTCACTTGGAGTTCAGGGAAGGAAAGTTAATGTTACAGGAACAGA 
TGGCTGCCAACAGGTTTGGGCAGGTCCTTTATCTGGACATCGCTTGGTTGTC CT TGGAATCGCTGT 
TCTAAGGCGGCAATTATTACAGCTCTATGGGAAACACTTGGGCTTGAATCCAGTACTAGTGTCACAATCA 
GAGATTTGTGGCAGCACAAAAATGTTTCGGGAAATGCAGTGTCATCATTCAGTGC TATGTGGATGCTCA 
TGATTGTCTGA 
 
>0942-94-(6-15-06)_E03 
TAGGAAGCTGGCAATGAAATGGCATCCTGATAAGAACCCCAACAACAAGAAG CTGAAGCCAAGTTC 
AAACAAATATCTGAAGCCTACGAGGTTCTGAGTGATCCCCAGAAGAGAGCAT TATGATCAATACGGAG 
AAGAAGGCCTAAAGGGTCAAGTGCCACCGCCTGATGCTGGTGGACCCGGTGGAG TTCCTACTTTTCCAC 
AGGTAATGGACCGACAACGTTTCGATTCAATCCTCGAAGCGCAGACGACATTTTTGCCGAGTTTTTCGGG 
TTTTCCGGCCCGTTTGGAGGCATGGGAGGGATGGGAGGTGGTGGTGGAGGCAT AGAGGGTCAAGGTTCT 
CAAGTGGGTTTTTTGGTGATGATGGGTTTGCATCTTTTGGAGAAGGAGGAGGAGGAGGAGGGTTTATGCA 
CCAAGGTGCTCCTAGGAAAGCTCCTCCAATAGAGAGCAGGTTGCCTTGCAGCC TGAAGAGTTATACAAG 
GGAGCTACCAAGAAGATGAAGATCTCTAGAGAAATTGCTGACATTAGTGGCAA ACCATTCAAGTGGAAG 
AGATCCTTACTATCGACATAAAGCCTGGTTGGAAGAAGGGCACAAAGATAACCTTCCCAGAGAAAGGGAA 
TGAGCAGCCAAATGTTACACCTGCTGATCTTGTGTTTATCATTGATGAGAAGCCCC CAGTGTTTTCACT 
CGAGATGGAAACGACTTAATTGTCACTCAGAAAATATCCTTGGCAGATGCCTTGACGGGCTACACTGTCC 
ACCTGACTACTCTGGATGGCAGAACTTTAAATATCCCAATCAATAATG 
 
>0943-94-(6-16-06)_F12 
CGAGAGTCTGGGAGAGATTCTCTCGCTTTCATTTCTAGCTTCCGACCTCGCCT T C TCTCCATTACTC 
AAAAACCCTTTTATCTCTCTCACACACTCTCTCTCTTTCTCCGATGGCTCTCTCAGATAAATCTTCGCGT 
CAGTCTCTGATCCCGAGCTTCCTCTACTCCTCTTCCTCCACCGTCTCCACCTCGCACAAATCCTTCGCTC 
TTGACAAGACCATGCTCGGTGCTGCTGCTCCAGCAAGCTCCAAAAGCGGCGTCTCGT TCCGGCCAGGAA 
CTTCGTCGTTCCGGCGCCGAGCGAGCCCGGCAAGATCGAGATGTACTCGCCGG CTT TACGCCGCCTGT 
ACCGCCGGCGGTATTCTCAGCTGTGGTCTCACTCACACGGCCGTCACTCCTCTCGATCTCGTCAAGTGCA 
ATATGCAGATTGACCCTGCAAAGTACAAAAGCATCCCATCTGGTTTTGGAGTGTTGTATAAGGACCAGGG 
TTTCAGAGGCTTCTTCAGGGGTTGGGTGCCAACCTTGCTTGGTTACAGTGCT G TGCCTGCAAGTTT 
GGATTCTATGAATTCTTTAAGAAGTACTACTCTGACCTTGCTGGACCTGAGAA CAGCCAAGTACAAGA 
CCTTGATTTATCTTGCAGGTTCTGCATCCGCCGAGGTCATTGCTGATATTGCTCTTTGCCCATTCGAGGC 
AGTGAAGGTTCGGGTTCAAACACAGCCTGGTTTTGCTAGAGGTTTGTCAGAGGCTTCCCAAATTTGTT 
AAATCTGAAGGCTATGGAGGGTTGTACAAGGGACTGGTTCCTCTCTGGGGAGTCA TTCCATATACAA 
TGATGAAGTTTGCATCTTTTGAGGCAATTGTGGAGAATATCTATAAGCATGCCATCCCCACACCG 
 
>0944-94-(6-15-06)_G03 
TTTATTAATTCTGGATCGAAACCCAAGGAAATGGGTTTCCTCCTGTCCTTCCAAGCACTGTTTTTCTTTG 
TATTGCAGATTTTGTTTTCCCACCTAGCAAGAGCTGAAGATTTCATTTCCCCAGTAATGCTACAAATTT 
CAGTTCCAGAAAACTTGCTGGTAAATGCAATTTGTCTCGTGGAAAATGGGTC ACGATGCTTCCTACCCT 
CTCTACTCTTCCTCTAGCTGCCCCTTCATAGATGCACAATTCGACTGCCAAAAATACGGCCGCCCTGATA 
ACTCGTACCTCAAATACAGATGGCAACCTTTCTCTTGTGCCATACCCAGGTTTAAT GGTTATATTTCTT 
GGAGAAGTGGAGAGGCAAGAGGATTATGTTTGTGGGAGACTCACTGAGTTTGAATCAGTTTCAATCTTTA 
ACGTGCATGATTCACGCATCGGTGCCAAAGTCAAAGACCACATTCATAAGGA AGAT GGCTGTCTTCAG 
TGACATTTGATGATTATGGAGTTAAAATACTGCTATTTCGCACACCATACCT GTAGATCTTGTTAATGA 
GAAGGGGGGACGAGTTTTGAAGCTTGATTCAATCAAGAATGGCAATGCATGGAAAGACATGAACATGTTG 
ATCTTTAACACATGGCATTGGTGGACCCACACAGGGAGAACCCAACCCTGGGATTATATGCAAGAGGGAA 
ACAAATGGTACAAAGACATGAACCGTCTGATTGCGTATTATAAAGGGCTTACCACTTGGTCTAGATGGAT 
303 
 
 
CAACCTAAATGTTGATGCTTCCAAAACCAAAGTCTTCTTCCTAGGGATTTCTCCCA CCATTACGAGGGC 
AGGGATTGGAATGAACCATCAAAAACATGCTCAGGTGA 
 
>0945-94-(6-15-06)_H03 
CCTTTTACCAACGCCCACACATTCCGTGCAAATGGGCATTCCCAAATGAACCCCCTGATTAAGCTGTAGC 
GCCGCCCCTGGATATAGCAGCCCATTGTTCAAGCTCCTTCCTCGTCAATTTCTCCACCAGCATACCAAAT 
AGATGAAAAATATCCTGGATTTCATTACTTCACTTCTGCACTCTACCTTTTACCAACGCCCACACATTCC 
GTGCAAATGGGCATTCCCACAGCAGATGAGCACTTGTTTCTAGCTCCTGGCGA AC ATTCACAAACTGG 
ATCAACTTGTATCTTTCTGTGATAAAGATTAGCCCTTCTAGGAAGAATATTTGAACAAGCTCTCCATAAA 
AAGGTCAGTTCCTGGAAACACACTGTCCTGTACGTGGCGCCGCCGCTGTTTACT CAAATAAGACCCGA 
TCCAAATTCGGAACTTGCAGTTTCCGTTGACTTCTTCTTGGTCCAGAAGTAGAACATACCTCTTTTTC 
AGATGTTGCAATAATATGGCATCAGCTAGGGAATTTCATTAACATAGAGCCCTT GAATAGTATAACAAG 
AAGATTTTCTCTTGCTGAGCAGCAAAAATGGCTTTGGCTTCTTCTGTAAAAGGTTCTAGGCTTAATTG 
CTTTTGCAATCTTCTGGGTATTGGCGGTTTTCCCAGCTGTTCCTTTTGTACCGGTTGGGAGGACTGCAGG 
GTCCCTCCTGGGGGGCATGCTAATGGTCATATTTCAAGTCATAACTGCAGATCAAGC TATGCTGCAATT 
GATCTTCAAAATCCTTGGTCTTCTCTTTGGGACCATGGTTTTTCAGTGTATA C TGAAAGGGCAGATAT 
GTTCAAGTACTTGGGAAAGTTGCTCTCATG 
 
>0946-94-(6-15-06)_A04 
AATCAATCCAATCAGCATAATAGCCTTCTCGCCTCTGAAGCTGACTCTCAAAGAACCCTGTACCCATATG 
TTACGGGCACATCTGTAGTTGCTATCAAGTACAAGGATGGGATTCTCATGGCTTCT ATATGGGAGGCTC 
CTACGGATCTACCCTGCGATACAAGAGTGTGGAGCGCATAAAGCCTGTTGGAAAACATTCTCTTCTTGGC 
GCAAGTGGGGAAATAAGTGATTTTCAGGAGATTTTACGTTATCTTGATGAGCT ATCCTGTACGACAACA 
TGTGGGATGATGGTAATTCTCTGGGGCCTAAAGAGGTGCACAGCTATTTGACTCGG TGATGTATAATAG 
GCGTAACAAGTTTAATCCACTGTGGAACTCACTTATTCTTGGTGGAGTTAAAACGGGCACAAGTACCTT 
GGCATGGTTAGCATGATAGGTGTGAACTTTGAGGATGACCATGTAGCGACTG ATT GGAAATCACCTTG 
CCCGCCCTATTCTTCGTGATGAGTGGGCATGAGAACTTGAGTTTTGAAGATGGTGTCAAGTTATTGGAGA 
AATGTATGCGTGTACTTCTATATCGTGACCGCTCAGCTATCAACAAGCTTC 
 
>1002-94-(6-2-06)_B01 
TATTTGGGAGTTTGTGGAGTACAGCAAGATGATTTACCTAGACGGAGACATCCAAGTGTTTGAAAACATT 
GATCACCTCTTTGACTTACCGGACAACCACTTCTATGGTGTCATGGACTGCTTTTGTGAGAAAAATTGGA 
GCAACACTCCACAACACAAGATTGGCTATTGCCAGCAGTGCCCTGACAAGGTTAACTGGCCTGCTGAGCT 
TGGCCCCAAGCCTCCCCTATACTTCAATGCTGGCTTCTTTGTGTATGAGCCTAATCTATCCACATACCAT 
AATCTCCTTGAGACCCTTCAAGTTACCTCTCCTACCACTTTTGCTGAGCAGCTTTTTGAATATGTTCT 
TCAAGGATATTTACAAACCAATCTCCCCAATTTACAATCTTGTGCTTGCTATGCTATGGCGTCATCCTGA 
GAACATTGAGTTTGACAAAGTTAAAGTTGTTCACTATTGTGCTGATGGCTCAAGC ATGGAGGTACACT 
GGTGAGGAAGAGAACATGGACAGGGAAGACATCAAGTTCCTAGTGAAGAAATGGTGGGACATATATAATG 
ATGAGTCATTGGACTACAAGAACACAATGGCTTCTGTTGAGGCTAAAGCTGGTGTTGAGAAAAATGGCTT 
GAAACGATTCTTGACAGCAGTGTCAGAGGCTGTTGGTCACTACATTAATGCCCCATCTGCTGCTTAGTGC 
TTGTTATAAGTTCAATGGAAAATTGGAACTGAAGCTTGTGTAGGGTTAGAAG ATTGGTACAGGGGTTG 
GTTTTTATTTGTATGGTTTGGAATGGTCTTCTGTTTTAAGTTGAAGACTTTC A CACATATGCTACAA 
GTTCCAAGTCTTCTGTTTTAAGTCGAAGACTCACTCCTATTATTATGTCAGAGTTTCAGGACCGTTGGT 
CTTGCTTTTGCTTT 
 
>1003-94-(6-2-06)_C01 
TTGCCTTCTCTTATGCATTGTCATCTTCATTTGCATGGAATATATCTGCTTA AGATTTTGATAATCTC 
CAGGACACTTGCCCAACGGCTACACAAGCAAAACAAACAGTCTTCATCAATGGCTTCAGTTGCAAGAATC 
CAGCAAACATCGCTTCTTCTGATTTCAAGACTTCAAAGTTGAACCATACCGGCAATACAGACAACATATT 
TCGTTCCGCGGTAACCATTGCCACTGCAGCAGATTTTCCAGGCCTGAATACCTTGGGCTCTCAATTGCT 
AGAACTGATCTAGAATTGGATGGCCTGGTATTGGCTCATTCCCACCCCAGGGCTTCT AGATGTTTTTTG 
TCAGCAAAGGTAATGTTGTTGCCGGTTTCATTGATACCAGAAACAAAGTTTTCCAACTTGGTCTGAAGGC 
AGGTGATGTGTTTGTGTTTCCCCGGGGTCTGCTCCACTTTTGCTTTAATTCTGGC TTGAACCTGCTACT 
GTTTTCTCAGTGCTTAACAGCCAGAATCCGGGGGTGGTGACCCTTACTGGTGC AT TCGGACCTGATT 
CAGATAATGTATTAGACAAGCTAGTGAGGCAACTAATCTCTCTTTCTCAATCA GCTTAATGGCGTTGG 
AAATATGACTCTGGCCGGGTTTTCAATCGTGTAGTTAGCAATTTCAAAAATCT C CTACCATCTTTAT 
ATGTGATGTGAGAATAACAACAGTTTTATGTTGTGTGTTTAACTTTTACAGT TCTCGTGTTCAAACTTT 
304 
 
 
AACAATAAAGTGGATACTGTGTAAAAAGATTTCTGTTCTAGCATGAAGTTGTG GGCAATGTAATTTGCA 
ATAATTATCACAAGGGAGTAAGGATTTGTGATTCGGGTTTT 
 
>1004-94(6-2-06TRUNCATED)_D01 
CTTTATACTTTTACTTTCCAAACAAGTAAAGAGAATTGACATGGGGTCAGAGGGTGAGACCGTTTGTGTC 
ACTGGTGCTGCTGGGTTCATAGGATCATGGCTGGTCATGAGACTCCTAGAGG G TTACACTGTCAGAG 
CCACCGTGAGAGACCCAGAGAACTTGAAGAAGGTAAAGCATTTGATAGATTTGCCTAAGGCATCGACGCA 
CCTGACACTGTGGAAGGCTGACCTGAATGAAGAGGGAAGCTTTGATGAAGCAATT AGGATGCACCGGT 
GTTTTCCATGTGGCCACGCCCATGGACTTTGAGTCCAAGGACCCTGAGAATGA TGATAAAGCCAACGA 
TAAATGGTGTGTTAAGCATCATGAAA 
 
>1005-94-(6-2-06)_E01 
AATTGTAAGGGACAAACTCCATCTGCCTTTCAGATTCGATATGCTGGGTACAAAGGTGTTGTGGCAATTG 
ATCCGACCTCATTTGTGAAATTATCATTGAGGAAGAGCATGTCTAAGTATGA C AATAACACAAAGCT 
AGATGTTTTGGCATTTAGCAAGTTTCAACCTTGTTTTCTAAATCGGCAGTTGATCACCCTTTTGTCTACC 
CTTGGAGTTAGGGATTATGTTTTTGAGAAAAAACAAAGAGAAGCTGTAGAACA CTTGATGCTATATTAA 
CAGATCCGTTAAGGGCACAGGAGGCTTTGGATTTGATGTCCCCAGGAGAGAATACCAATGTTCTAAAGGA 
AATACTCATGTGTGGTTATAGGCCTGATTCTGAACCATTTCTTTCTATGATGCTGCAGACTTTCCGGGCA 
TCAAAGTTGTTGGAATTAAGGACTAAAGCAAGAATTTTTATTCCAAATGGAAGAGCAATGATGGGATGTC 
TAGATGAAACCAGAACCTTGGAATATGGTGAGGTATTTGTGCAGTATTCTTGCAA AGACATAGGCAGCT 
ATACAATGATTTCAGCATGTGCCGTGGCAGTGGATCAGATCAGAAAGTTGTTGTGGGGAAAATAGTTGTT 
GCAAAAAACCCTTGCTTGCACCCAGGAGATGTGCGTGTTTTGAAGGCTGTTAATGTGCCAGCTTTGCACC 
ATATGGTGGACTGTGTTGTATTTCCCCAAAAAGGATCTAGGCCTCATCCAAATGAGTGTTCGGGTAGTGA 
CTTGGATGGAGATATCTACTTTGTCTGTTGGGATCGTGAAACTCCTTCCTCC AG AAATTCAGCCAAT 
GGATTACACTCCAGCACAAACTCTGCAGTTGGATCATGACGTTACCATTGAGGAA TTGAGGA 
 
>1006-94-(6-2-06)_F01 
GGACAACAAGATGGAAAAGACATGGAAGGTGACAGTAGCAGTGAGGATTTGGAGGGG AGGAGGAAAATA 
TTGGCAAAGAATCCCAGCAGACCGATGACATTGATAGTGCTTCAGATGACTT AATA AACAGAGAAAGA 
AGACGTCCCTGCGGAAATTGATTTTAACAAGGAAGCAGATATCGCAAGAAAGGTTCTTAATAACTTGATC 
ACACCCTCTGTTAAAGGAACTCTTCCTTCTCCAGTTGACGATTCAATGCTTCCCAAGGGAAATGAGGAAT 
TAAATTCTGATGAAACTGTTGGTGCAGCAAATAATTTACTTAATGAATCTGGAAAAGTATCAGGTGTAAC 
TGAGCCTGGAAACTCCAGCAAAAGCATGGCATCAAATCTAAAGCAGACAGAGAGA GAGGATTTGCAG 
AGAACAATTTTTATAAACAACCTTCCTTTTGACATCAATAACGAAGAAGTGAAACAACGGTTTTCTGGAT 
TTGGGGAAGTACAATCCTTTTTTCCAGTCCTCCATCATGTTACCAAGCGCCCAAAAGGAACTGGTTTTCT 
CAAGTTCAAAACGATAGATGCAGCTACTGCTGCAGTTACAGCTGCAAATGTAGCATCTGGTTTGGGAATT 
TCTTTAAAAGGTAGGCAATTGACAGTTTTGAAGGCATTAGATAAAAAATCAGCTCATGATAAGGAAGTGG 
ACAAGGCCAACAAAGAGGTTCTGGACCCCCGTAACCTTTACC 
 
>1007-94-(6-2-06)_G01 
GGCTTTGGCATCCCAGCAGTGACCATGGCAATTGCTGTAGTGAGCTTCTTTTCAGG ACAAGGTTGTATA 
GGAACCAGAAACCTGGGGGTAGCGCTCTGACACGCATGTGTCAGGTGGTGGTAGCA CCATTAGAAAATA 
CCGGGTTGAAGTACCTGCTGACAAGTCTGTTGTTTTGTATGAGACTGCTGATGCAGAATCTGCTATCAGA 
GGAAGCCGCAAGCTTGAGCGCACAAAAGATTTCAAGTTCTTTGACAAGGCAGCCGTGGAGGTACCAACAG 
ATGACATAAAGGTTGCAGTAGACCCATGGAGACTTTGCACAGTTACCCAAGTTGAGGAGCTGAAAGCCAT 
TATACGGTTGCTTCCTATATGGGCCACGGGTATCGTCTTTGCCACTGTCTATGGTCAGATGGGCACCTTA 
TTTGTGTTGCAAGGCAACACCATGGATATTCACGTTGGTCCCTCTAACTTTG GA CCCACCAGCATCTC 
TTTCAATATTCGACACACTTAGTGTCCTTTTTTGGGTCCCAGTCTATGATCGAATCATTGTCCCAGTTGC 
TAGAAAATTCACTGGTCACAAAAATGGCCTAACTCAACTCCAGAGGATGGGCATTGGCCTCATCATATCC 
ATCTTAGCCATGGCATCTGCAGCAATTTTGGAACTTGAGAGACTCAAGACTGTTAGAAAGCACAACTACT 
ATACACTTGAGCACATTCCTATGTCCATATTTTGGCAAGTTCCTCAGTATTTCCTCATAGGGTGTGCAGA 
AGTTTTCACATTCATTGGACAGTTGGAGTTTTTTTATGAGCAAGCACCTGATG CACAAGGAGCTTGTGC 
TCTGCTCTCTCACTAACCACTGTGGCACTAGGGAACTACTTGAGCACTCTATTGTA CCATTGTTACCA 
AAGTGAGTAC 
 
>1008-94-(6-2-06)_H01 
TTATTATTATTATTAGGGTAATCAAAGCACTGGGGACAACTTCCATGGGTTCCAAATATTGATCATAGC 
305 
 
 
CAACAATTTGTTCGAAAAGATATTACTGCATGGCTCCAGTGGCTACGAAATA TGTTGGGTTTCAGGATT 
TTCGTTTTGATTTTGCAAGAGGGTAACTATTATCCTACACTTTGAAATAAATTGTATTTTATTGGATTTA 
CTTGCTGCTCATTATTCATGTCTCTTCTATGTTTTAATTTAGTTATTCAGCAAAATATGTGAAAGAATAT 
ATTGAAGGAGCTAAGCCATTATTTTCTGTTGGGGAGTACTGGGATTCTTGCAACTATAATGGTCATGGCA 
TGGACTACAACCAAGATAGCCATAGACAGCGGATAATCAATTGGATTGATGGCACAGGACAGCTTTCAAC 
TGCATTTGACTTCACAACAAAGGGAATTCTTCAGGAAGCTGTTAAGGGACAACTTTGGCGTCTACGTGAT 
CCTCAAGGGAAACCACCAGGTCTAATGGGATGGTGGCCTTCAAGAGCTGTCACAT C TAGATAACCATG 
ATACAGGTTCAACCCAGGCTCATTGGCCCTTCCCCTCAAATCACATTTTGGAGGGCTATGCATATATTCT 
CACACATCCAGGGATACCATCAGTGTTTTATGACCATTTTTATGATTGGGGCGAT CCATTCATGACAAA 
ATCGTAAAATTGATGGACATTCGAAAGCGTCAGGACATTCACAGCCGATCAT A T GAATTATGGAGG 
CACAGCCAAATCTATACTCTGCAATCATTGGGGGAGAATGTGTGCATGAAGA 
 
>1009-94-(6-2-06)_A02 
GAACCCCTTCCAATGCCGTCCTTTGCTGCTTCTGTCTTCTCCGTAATGAACGCACTTGGGATCGTTGCCT 
TTGCTTTCAGAGGCCACAATTTAGTTCTAGAGATTCAGGCAACAATGCCATCAA TTTAAGCACCCAGC 
TCATGTGCCAATGTGGAGAGGAGCTAAAGTTGCCTATTTCTTTATTGCAATGTGTG TTTCCCTATTGCA 
ATTGGAGGTTTTTGGGCGTATGGAAACCTTATGCCTTCATCAGGGATTCTTA GCCTTGTATGGATTTC 
ACAGTCATGATATTCCAAGAGGACTTCTTGCAATCACTTTTCTGCTAGTTGGT CAACTGTTTGAGCAG 
TTTCCAGATATACTCCATGCCTGTTTTCGACAGTTTTGAGGCCAGCTACACGAG CGAACCAATCGGCCT 
TGCTCAATCTGGGTCAGGTCTGGTTTCCGCGTATTTTATGGATTTGTCAACTTTTTCATAGGGGTGGCAC 
TCCCTTTCCTCTCTAGTCTTGCTGGTCTGTTAGGAGGACTTACTCTTCCAGCA TTTGCTTACCCTTG 
CTTCATGTGGGTTCTCATAAAAAAGCCTACAAAATACAGCTTCAATTGGTATCA TTGGATCCTTGGT 
TGGTTGGGGATTGCTTTTAGTGTGGCCTTTTCCATTGGAGGTATTTGGAGCATGGTAAACAATGGGCTCA 
AGTTAAAGTTCTTCAAGCCGCCCAACTGAGTTGTAGGCGAAGAGTAGCTAAATAG G ACCTGAGTTCTG 
CATAATGAATGTTGGAATTGTATTTATGATGTTTTATATACACCAATGTAAGAACCTAAGCGTTTATAGT 
AAACTGTTG 
 
>1010-94-(6-2-06)_B02 
ACTGCCAGATGCCTATAACTTGCTCCAGAGTATGGTGGGTTTAGGCTTAAAC CTTCTTTGCAAACTTAT 
ACCCTGCTTCTCAGTTGTTGTACAGAAGCACAGTCATCATATGACATGGGGTTTT CTGTGAGCTCATGT 
CCATCACGCGTCACCCTGCACATGCATTTCTACAGTCCATGCCAGCATCAGACCAGATGGTCAAAATGT 
GAGGGAGCATGTAAGCCATTTCTTGGACATGATGCATACTGAGGATAGAGAGAGC AGAGGGGACTTGTA 
GATGCAGTGGTAGATTTTCTACACAAGTCGGGGCTTAAGGAGGAGGCAGGCTCAGTTTGGGAGGTGGCTG 
CACAAAAGAATGTATATCCAGATGCTGTCAGAGAGAAGAGCTCCTGTTATTGGCTTATTAACCTTCATGT 
TATGTCAGATGGTACAGCCGTCACAGCATTGTCAAGAACACTTGCTTGGTTTCGCCGGCAAATGCTAGTG 
TCAGGGATAGGTCCCCATCGGATTGATATTGTAACTGGATGGGGCCGGCGGAGCAG TGACAGGAACAT 
CTTTGGTGAGGCAAGCTGTACAGGAACTGCTGAGTATATTTAGCTTCCCATTT CAGAGAATGGAAA 
TTCTGGGTGCTTTGTGGGATGTGGAGAGCCTCTTAATAGATGGTTGCTTCAAT ATGTTGAGAGGATG 
CATTTACTATAGCTGGTGATGATTTTGTTCTACTCTTGATTATAAGCTTATTC TGAGCACAGTTTTGTT 
GGGCAGGAAATAGGAGCTGAGTTGCACTGCCTCACGAATTACAATTTTTCAA G ATTTGACCTTGGTCT 
TATGTGCAGCTACTATAAAT 
 
>1014-94-(6-2-06)_E02 
GGTAGGCAGATTTAGGAATGGGAAATATTAGTGAATTTTTGTCGTGTCCCTA TTCATTATTTAGCTTG 
GTTGGTTTGCTGTGTGTATAATAGGCATTGAGAATTTACGGAATGATATTGTGGAACATGAGTAGATCTC 
AAAATCTAAGTTTTCAGGTAAAGAGATATATATATTGCATTTCTAAAATTTG GGACAATAAGTTGTTGT 
ATAATTGGTCAGTTATTGGGACTCTGTGTTGTGTGATGTGCTCCATTATATGA AT TGTGTTGCAGTGC 
CCATGATACAAAATCTGGAGACAACATTGAAAGCTGGTGCTGTCCCTCAAGTTC CAATTTAGACCTGC 
AATGGCCCAGCCTTTGCAACCCGTGACCACAGCAAAATCTGAAGCACCAACAGTCTGAGGATCCAAAG 
ACAACAAAAAATGCAGTCCCAGCTGCTGTCAATCCTGCAGGAGAACAGAAATT T GTCAATGGGGTTG 
TAGGAGACCCTCTAGGGAATGCTCGGAGCAAGGTGCAGGAGGAGATCAGCAATGA TTTGCTGCAATCAT 
GGCTACCGGGTCATTGCGTGCAAGTGAGGCTGCAGCTCTTGCAACAAGAAGAGTTATGCAAAGATATGGG 
AATACAAGTTCTGCAGTGCCACAGGGTTAAAAAGTTTAGAATAATGAGAGGTGATTCTTTTCAGGGTGGT 
TGCAACTTTTAATTGTTATTTATCGAGTGTGGGTCTTTTAAGGAAGACCCATA TGGATTGATGATTTA 
TAATGTAACTGTGGGGGCTCTAATTTAAGCTTTGCTTTTACCGACCCACTGGGCA TGGCATACGACACT 
AGTAAGCTTGATGGGATATTGATTTTTTTATTTATTAAAA 
 
306 
 
 
>1015-94-(6-2-06)_F02 
ATCTCTCTCTCTGTGCAAAAGGAGAAGAAGGGGAAACTTTGATTTCTTTCTCTTCTTCTTCTTTCTTTAC 
AAAGCCCACTTTCACAAAATATCAGTTTTTTGTTTTACAAATATCCTTGTTGGGGTTTCTTGAAAGTTGA 
AACTCTGTCTCTGTCTCTGTGTGTGTGTTGAAACCCAGAAAGGAATAGCAAAAAAAAAGGGTTTTTTTTT 
TTTTTTTAAAATAACTATGGCGACCATTACTGGGTACACTGAAACTGCTCAAGGCTACCAAGACAATACA 
AATGTGGCTGTGGCCGTGGCACCGAAGCACCCAAACCCTCCTGCTAAGACCGTTGATA TCAGTCTGTTC 
TCAAAAGGTTGCAATCTGAGTTGATGGCCTTAATGATGAGCGGAGAATCTGGATATCTGCCTTCCCTGA 
GGAAGACAATATATTCTGCTGGAAAGGGACAATTGCTGGAAGCAAAGATACTGTG TTGAAGGAACAGAA 
TACAAGATGTCTCTCTCGTTTCCGAATGACTACCCATTTAAGGCCCCGAAGGTC TTTGAAACCGGCT 
GCTTCCATCCCAATGTGGATGTGTATGGAAATATTTGCTTGGACATTCTTCAGGA AAATGGTCATCAGC 
ATATGATGTGAGAACCATACTGCTGTCTATCCAAAGTCTGCTTGGAGAACCAACATAAGCTCACCTCTA 
AACACACAAGCGGCACAGCTCTGGAGCAATCAAGAAGAATATAGGAAGATGTG GAAGTTGTACAAGC 
CTCCAACTGCTGCTTAGTTTCATCATACCGTCAAAGAGTTTCCGAGATGGAATTTATACAAGCCTTTG 
TCTTTCTTTTTGGAGAAGAGACAGAGACTGAATTGAGCTTTCTTTTTCTTTGG 
 
>1016-94-(6-2-06)_G02 
ATGGGAGGCTTCTGTCAGGGCAGCCTATTAAAGTTAATTGGGCATATGCAAGTA TC GAGAGAGGACAC 
CTCAGCTCACTTCAATGTTTTCGTTGGTGATCTTAGCCCTGAAGTAACTGATG ACATTATTTGCATGC 
TTTTCTGTCTATCCCAGTTGTTCTGATGCAAGGGTGATGTGGGATCAAAAAACCGGGCGTTCAAGGGGAT 
TTGGATTTGTTTCTTTTCGGAATCAGCTGGAAGCCCAAGGTGCAATAAATGACTTAAATGGAAAGTGGCT 
TGGAAGTAGACAAATTCGATGTAATTGGGCTGCAAAAGGTGCTACTAATAATGATGAAAAGCAGAGTGTA 
GACTCGAAGAGTGTTGTGGAGCTTACAAGTGGAACATCAGACGATGGTCAGGA AAGACTAACGATGATG 
CTCCAGAGAACAATCCTCAATATACCACTGTTTATGTGGGCAATCTTGCTCCA AGGTCACTTCAGTTGA 
TCTCCACCGTCATTTCCATGCTCTTGGTGCTGGAACCATTGAAGATATTCGTGTG AAAGAGATAAAGGT 
TTTGGTTTTGTGAGATACAGTACACATGCTGAAGCTGCTCTGGCTATTCAGATAGG AATACTCGGTTCC 
TCTGTGGCAAACCAATAAAGTGCTCATGGGGTAGCAAGCCTACTCCACCGGGA AA CTCCAACCCTCT 
ACCCCCACCAGCTGCTGCACATATACCAGGTTTTTCAGCTGACCTTGCAGTA ATGAACGACATATTGCA 
TTAAGCAAAATGGCAGGTGCACAAGCCCTTATGCATCCACAAGGCCAATATG CC TAAGCAGGCAGCCA 
TGGGAATTGGTGCTGCTGGAGCTAATCAGGCTGTATATGATGGTGGCTTCCA AA GTTGCAACAACCCA 
GCATCTTATGTACTACCAGTAAATTA 
 
>1017-94-(6-2-06)_H02 
AACATGATGAGATTGTCAGGATTTTTGCTGGACCAAGGTTGGCCATTGTTAGTGAGCGAGTTTGGGATGG 
ACTTAAGAGGAACCAATGTAAATGACAACAGGTATATAAATTGCTTCTTGGCTACA TCGCTGAACTTGA 
CCTGGACTGGGCCTTATGGACACTTGTTGGGAGTTATTATTTAAGAGAGGGG TAATTGGGTTAAATGAG 
GTCTATGGAGTGCTTGACTGGAGTTGGTGTGAAAATCGAAATTCAAGCTTCTT GAGAGGATATCTGCTG 
TTCAATCTCCATTTCGAGGGCCAGGCCTATCAGAAACTAAGCTACACAAAGTGATTTTCCATCCATTAAC 
CGGTCTCTGTGTCCTAAGAAAATCATTGTTTGAACCATTAAGGTTAGGTCCCT CA TAACTCTGAAGGC 
TGGAGCTACTCAGCCCAGAAAACTTTAACATTAAAGGGAACATATTTCTGCTTACAAGCAAATGAATTGG 
AAAATCCAGCACAGCTTGGTATAATTTGCACAGACAGTACTGCAAAGTGGGAAACCATCTCAGATTCTAA 
AATGCATCTCTCAACAAAGGTTAACAATGGCTCTACCGCTTGCCTAGACGTTCCGAAAATACCATT 
GTTGTGAGTACCTGCAAATGCTTGGGTAGAGATAACATGTGTGACCCAGGGAG CA TGGTTCAAGCTTG 
TTGACAGCACAAGAAGTTCAATTTCTACAAAATCCTTTCTTCAGATGGACTCGATA TGGCTTTGCCTGG 
TAAGGATTTTGTATGGAAGTTGTTGAGATCAGTATTAGAGTAATGGGCAAAG GCAACCAAACAAGT 
CATTCACAGTTGAAAAAAAAAATCACGATAGAAAATGG 
 
>1018-94-(6-2-06)_A03 
CACAGGGCACATTGCTCTTCATGCAACATTGAGCAGTCGTGATGTGGACTGCT CT ATTCCTGAAATG 
GAATTTTACTTGGAAGGAAAAGGAGGGCTCTTTGAATTTCTTGAGCAGCAATGAGGGAGAATGGGCATG 
CAGTACTAGTAGTTGCCGAGGGGGCAGGACAGGATATGATACCAAGGACTGAT C A AAAGAGGAGAG 
GGATGAATCTGGCAACCCAGTGTTCTTAGATGTTGGCGGGTGGTTGAAGTCA GC AAAGAAATGGTGG 
GCAAGAAATCACCAAAATGAGTTGCTTACAGTGAAGTACATAGATCCAACATACATGATACGTGCCGTTC 
CTGCAAATGCTACAGATAGACTGTATTGTACACTTTTAGCACACTCTGCAAT CATGGGGTTATGGCAGG 
GTACACTGGATTTGTCTCTGGTCCTATTAATGGCACCTATGCATATATTCCAT GGAAGAGGTGGCACAA 
TCTAAGAATGAAGTTAACACAAAGGATCACAAATGGGCATGGGTGAGATCTTT C AATCAACCCGATT 
TTATGAAGGTCTAAACATAAAAAACCAATCAACAGTTTATAGAGTCGTCTCTTAAG TGATTCAGATTGA 
GGCTTTCTCAGCTTTTTGAACCTTATCAGGATTTAACTTGCAGATCATTCCAGGTAACAGATTTACTTGG 
307 
 
 
TAGCTTCAAAGGGATGATTCAAGGGTAAGATTAAAAGTGGCAGTGTTGAAATGTATTGCATGGGATGAAG 
AAACTTTAAGGGTTGGACTGATTATATTTGGTCTCCTTTTTCAAATAATGTTG CCCCGAAACCTTGTTG 
TTTACTGAGATAATTCAATGTTTTTTTTTTTTTTTTTTTATGATGTTCATCTAGCG 
 
>1019-94-(6-2-06)_B03 
AGGGAGACGTGGTGGGAGGAACGTGTGTGAACAGAGGTTGTGTTCCTTCTAAAGC TTTGGCTGTAAG 
TGGTCGGATGCGTGAGCTTCAGAGTGAACATCACTTAAAGGCTTTGGGTTTGCA GTTTTGGCTGCTGGA 
TATGATAGACAGGGTGTGGCTGATCATGCAAACAATCTTGCTTCAAAAATCCGT ATAACCTGACCAATT 
CTATGAAGGCAATTGGGGTTGACATATTGACAGGCGTTGGCACCATTCTGGGCC TCAAAAGGTGAAAGT 
TGGATCTGACAAAGTGGTAACTGCACAAAATATAATCATAGCTACTGGTTCTTC ATTTGTCCCGAAG 
GGCATTGAAGTTGATGGGAAGACTGTAATTACCAGTGACCATGCACTCAAATTGG TCTGTTCCTGATT 
GGATTGCTATCGTAGGAAGTGGTTATATTGGTCTTGAATTCAGTGATGTATTACTGCACTTGGGAGTGA 
GGTTACTTTTATCGAAGCTCTAGATCAGCTCATGCCTGGATTTGATCCTGAGAT GGAAGTTAGCCCAA 
AGGGTGTTAATAAATCCAAGGAAAATCGACTATCATACTGGAGTGTTTGCAACCAAGATAACACCAGCAA 
AGGATGGGAAGCCAGTCATTATTGAGCTTATTGATGCAAAGACCAAGGAACCAAA GACACTTTAGAGGT 
AGATGCAGCATTAATTGCAACGGGAAGGGCCCCATTCACACAGGGTCTTGGTT GGAGAATGTTAATGTA 
GCAACACAACGTGGTTTTGTTCCCGTTGATGAGCGCATGCGAGTAATTGATGCAAATGGCAATCTGGTCC 
CTCACTTGTTTTGCATTGGTGATGCTAACGGCAAGATGATGCT 
 
>1021-94-(6-2-06)_D03 
AAATTCTAGGGGATTTGAATTCGATGCGAAAGTGAGCTTGGAGATCGGTTTTCAAGGTTAAATTTCTGA 
GAGGATTCGAACAGGAGTTGAAAAGATGGACCACGATGAGACAGGATGCCAGGCACCACCTGAAGGTCCT 
ATTTTGTGTGTTAACAACTGTGGCTTCTTTGGAAGTGCTGCCACTATGAACTGTTCCAAGTGCCACA 
AGGATATGGTGTTAAAGGAGGAGCAGGCTAAGCTTGCTGCATCTTCCATTGGGAG ATTGTGAATGGATC 
ATCAAGCAGCAATGCAAATGAATCTGTTGCTGCCACTGTGAATGTGCAAGTCAACACAGTGGAGCCTAAG 
ACTATCTCTGTGCAGCCACTATCCTTTGGTTCAAGCTTGGGGGAGAATGGTAGGTAAAGCCAAAGGAGG 
GTCCAAAACGTTGCAACAGCTGCAACAAGCGGGTTGGTTTAACGGGGTTCAATT TCGCTGCGGTAACCT 
TTTCTGTGCAGTACATCGCTACTCGGACAAACATGAATGCCCCTTTGATTATCGCACTGCTGCACGTGAT 
GCTATAGCTAAGGCCAACCCTGTTGTCAAGGCAGAGAAACTTGATAAAATCT TGGAACGGGTGGA 
GTTCCATGTGCTGAAATTGATTCTGATTTTCAATCCATGCAATGATTCCGGGTTT CTGCATATCTTATC 
GGTGTCCTTTTATATTGTTATATGTGCTGGGAGGCATGGCATTAGGACATCTCTGCTCTTTGAAGAACTC 
TATTTCTAGTGATTGGTGAGAATTTATATGTTGGTCCAGTGTCTGAAGTCTT A ATGC 
 
>1025-94-(6-2-06)_H03 
AAAGCTTTGCAGGAACTTAAGAACTTAAGACCTCAACTATATTCTGCTGCAAATATTGTGAGAAGTCCT 
ATCTTCACAGTGAGCAGAAACAAATGGTACTGGATAACCTGAAAGATTATGCCGT CGAGCCCTGGTCAA 
TGCTGTTGATCACCTTGGCACCGTCGCTTACAAGTTAACAGATCTACTTGAG AGC AACATTAGAAGTC 
TCAACCATGGAGCTGAATGTGTCTTGCCTAAATCAGAAACTTCTAACGTGTCAAACATACACGGAGAAAG 
AAGGAATCAGACAGCAGCAGTTGTTGGCATTCATCCCGAGACATCATAAGCAC CATTTTACCAAATTC 
TGTCAATAAGAAGGTACATTTTAGTCCGCACATTCAGACTGATGCTAGGCAA ATCATTTTCAGGCTAGA 
GCTCATCTTTACCCTTCAGGTTCTTCTGCATCAAAAACTCTTTCCTGGCATTTAGCCTCAGAAACGAAGT 
CTACCATGAAGGGGACCCCGCAATCTTTGAGCAGCACTGAAGACCTAAAGATTTCTGGAAATACTTCTGG 
GGTTTTCCATCTTGTAGATAATGAAGAGACTATCAAGACAAAATCCTCAGCAG TCATCTTCAGTTACCA 
AGTGGAGGTCCTGGTTCTAGTGCAGTTATGCAAACATTGAGTGCCACACGAAGGGTA TGTCAAAATCAA 
CAAGAACACAGACCTGCCCAGCATTCTTTTAAGTGCATGCTTGATAATCAAAATTGAGTGATTGGAATTT 
TTTGGTTTGCTTGTTATTTGCTCGAGTTTCTTTAAAGTGTGTTGATTGTTTG 
 
>1026-94-(6-2-06)_A04 
GATGAAATCAATGCGAAGAATGAACAAATAACTTTGCTGGAAAAGCAAATTGCTGA TCCATTAATGTTG 
TACACAATGGGATGGATAATTTGGAATTATCACAATCTTTTACTGAATTGATGACGCAATTGAACGAGAA 
GTCCTTTGAACTTGAGGTTAAAGCTGCAGATAATCGTATAATTCAAGAGCAGCTCA CCAAAAGATATGT 
GAATGTGAAGAATTGCAGGAAACAGTATCCTCCTTAAAGCAGCAGCTCTCCAA GCA TAGAGTTGAGAA 
CTTTTAGTCCTGTAGTAAGTTATTCACAGCGATTTAGTGAAACAAAGAGCTCCCATGGAGAACTTGGCTC 
AGACAAAGGGAATGCGATATTGAATGATCCAAGTGAAGGGTTGCTTCAACAAG CAGGCAGCTGAGATT 
GAAGAACTGAAGCAGAACGTGTCAGAACTAACAGAATCAAAAGAACAGCTCGA CTC GGAACCAGAAAC 
TGGCGGAGGAGAGTACATATGCCAAAGGGTTAGCCTCAGCAGCTGCTGTTGA TCAAGGCATTATCAGA 
AGAGGTTACCAAGCTAATGAACCATAACGAGAGACTAGCTGCAGAGCTAGCCA ATCTAAGAACTCGCCC 
308 
 
 
ACTCAGCGTAGAACCGGTACTCCAGTTAGAAATGGCCGTAGAGATAGTCACATTAAG GCAATGATCAAG 
GTGGGTCAGTTTCAGATATCAAAGAGAGAACTAGCCATAAGCCGGGAGAGAAGCTTTCATATGAAACAG 
TTTCTTTTAGAAAAAGATCAAAGAGAGGCTGAGCTTTCA 
 
>1027-94-(6-2-06)_B04 
GGAAAAGAAAGACAAAAAGAAAGAGAGGAGCAAGGAGAAGAAGCTCAAAAAGAT GCAAATGCCGAG 
AGGAAGAGGGCGGCGAGGGCTGCAGCAGCTGAGGCCAAAGGGACAGATGTGAG GCAAAGAGAGAAAGA 
AGGGCAAGAACAATATAGCGGGGTGCCCAATGCGGTCCCAATCCCCAATGCTGGGAAGGGTCGCCCCATG 
ATCATTGACAGGGAAAAGAAAGACAAAAAGAAAGAGAGGAGCAAGGAGAAGAAGCTCAAAAACTCGATAG 
CAAATGTCGAGAGGAAGAGGGCGGCGAGGGCAGCAGCAGATGCAGCAGCTGAGT CAAA GGACAGATGT 
GAAGGGCAAAGAAAGAAAGAAGGGCAAGAACAATAAAGGTAACTTCATTTCA G GTTCAGTGAAGGC 
AGAGTATGCAAGTTTTTAGGGTGAAAATTGAGTCATAAAATATAGTTGGGAAGGGT TGCAACTAAATTA 
CCAATGCAAATGTAATGCAACTATACAGCGGGGTGCCCAATGCGGTCCCAATCATCAACTTTTCCATTTA 
TTACCATCTTGATATAGTTGCATTACATAAATGGAAAAGTTCCATGTAATTC GCATCTTAGTGAAACT 
AGTTGATGATTACTAAGGATAAAGTTGAAATTACATACAATCATTGATATACTTATGATAAGCAGTGAGA 
ATAAATAGTTTTATATACATTATATTAATACAATTTTTAATATTTATGATAT CTTATGATAAGCAGTGA 
GAAGAATAGTTTTTATATACAATATATTAATGCAAATAAATAGTTTTTTTTTTTAAAAAGGGCTTTTAAA 
AATTATATAATCATTTGATTATACTTATGAATAAAGCAGTGAGAAGAAAAAT TTTTATATAAAATTT 
ATAATTAAATACAAAATAAATAGTTTTTTTTTTTTAAAAAGGGCTTT 
 
>1028-94-(6-2-06)_C04 
ACTTTGAGATTTGTAATGGATGGTGAAATGCCCAATTATTTGCTTGCAAAAATTTGATTTTACAAATAA 
TTGGTGAAATATCTGTGTCTGGTGCGACATATAAATCTATGGAGTTTGTTGG ACAACTGTTGAAAGTCT 
AACTATGGAAGAAAGGATGACATTATGCAACATGGTTGTTGAAGCTGGGGGGAAAAATGGTGTTGTCCCT 
GCTGATAGCACTACATTTAAGTACCTTGAGGATAAGACTTCTATGGCCTATAACCAGTTTATAGTGATG 
AACAAGCAAGATTTCTTTCTGAGTACAGATTTGATGTCTCAAAACTGGAGCCGCT GTAGCAAAGCCACA 
TTCTCCGGATAATCGGGCTTTAGCAAGAGAATGCAAGGATGTGAAAATTGAC GG TATACATTGGATCT 
TGTACTGGAGGAAAAACAGAGGATTTTATGGCTGCGGCCAAAGTTTTCCTAGCTT GGGCAAAAAGGTCA 
AAGTCCCCACATTCCTCGTTCCTGCAACCCAAAAGGTTTGGATTGACGTATATA CTCCCAGTACCAGG 
ATCTGGTGGCAAGACTTGCTCCCAGATTTTTGAAGAAGCTGGTTGTGATACACCTGCAAGTCCTAATTGT 
GGTGCTTGTCTGGGTGGCCCTAAAGACACTTATGCACGCATGAATGAGCCTACG T GTGTGTCAACAA 
CAAACAGGAACTTCCCAGGGCGAATGGGACACAAAGAGGGCCAGATATATCTTGCATC CCATATACTGC 
AGCAGCATCTGCTTTGACTGGTTATGTGACCGATCCAAGAGAATTCTTGCAGTAGGCTATAAATACCATA 
AATCTGCTCATGTTGTATGTCATGGTTGCTTTGTATCCTACCACTGTAGCTTA AA GCCTGAGCTGAAA 
TAGATAATGGGTGTTTCTGTATGGATATTAGTTT 
 
>1029-94-(6-2-06)_D04 
GTCTGAAGTATCAGATCCAGGAAGCCTCACTCCTAATATAATTCAGCAGGCTG AGCTGAAGTCAAGAGA 
CTGGATCAGTTAAAAGCAAGTAAGATGAAAGAGTTATTCCACAAGAAACAAAATGAGCTGGAGGAGATAT 
GCAATAAATCACACATGGAGATTCCTTCACAATCAGAGATGGATAACATAACA ACCTCATAAAAACCGG 
AGAGATTGACCATGCCGATCTCCTCATGAGCATGGATGAACAGATATCAAGAGCAAAAGAAGAAGCTTCT 
AGCAGGAAGGCTATAATGGAGAAGGTAGAAAAGTGGATGTTGGCACGTGATGAGGAGCGCTGGCTGGAAG 
AATATAACAGGGATGAGAATCGATACTCAGTCAGCAGAGGTGCCCACAAGAAC TCAGACGTGCAGAACG 
TGCCAGAATAACAGTCAACAAAATCCCAGCTTTGGTAGATTTGCTAATAGTAGACTAAGAGCTGGGAA 
GAAGAAAGAAAGAAAGTTTTCTTGTATGATGAGGTACCTCTCCTGGCAATGTTGGAAGAGTATAACATGT 
TCAGGCTGGAAAAAGAAGAGGAGAAGCAAAGACAAAGGGAAAATAAGAAGGTACAAA CCAAGTAGTAGT 
TGAGCAAGAGAATGTGTTTGTGTCCAGGCCAGGTACCAGCAGCCGACGTCTTTCAAATGGGAGCCTGAA 
 
>1030-94-(6-2-06)_E04 
CTCTTTTAGCTGGGGTGAAGCGCCTTCTAGAGAGTGTTAATGAAAAGCTGACCGACAAAGATGTGTATCT 
TTCATATCTTCCTCTTGCTCATATCTTTGATCGGGTGATTGAGGAGCTATTTA T AACTGGGGCCTCA 
ATCGGGTTCTGGCGTGGGGATGTCAAACTATTGGTTGAGGACCTTGGGGAGCTAAAACCGACAATTTTCT 
GTGCTGTCCCCCGTGTGTTGGATAGAATTTACTCAGGATTGAATCAGAAGATTTCTTCAGGGGGCTTACT 
GAAAAAGACGGTTTTCAATCTTGCATACTTTTTCAAGCATCATAACATGCAGAACGGGAGTAAACACGAA 
CAGGCATCTCCAATTTGTGACAAATTGGTCTTTAGTCAGGTAAAGCAAGGGTTG GGTAGGGTACGCC 
TTATTCTATCTGGAGCAGCACCTCTTTCCGCTCATGTAGAAGCTTTCCTGCGAG TGTGTCATGTGCTCA 
TGTTCTTCAAGGATATGGTCTGACAGAAACTTGTGCCGGGACATTTGTGTCACTACCAAATGAAATGCCA 
309 
 
 
ATGCTTGGCACAGTAGGCCCTCCAGTACCCAATGTAGATGTGTGCCTAGAAT GTTCCTGAGATGGGAT 
ATGATGCCCTTTCTAACACACCACGAGGAGAAGTATGTGTAAGAGGAAGAACATT TTTTCAGGGTACTA 
TAAACGTGAAGACCTCACCAAAGAGGTCATGGTTGATGGGTGGTTCCATACAGGGGATGTTGGTGAGTGG 
CAACAGGATGGAAGCTTGAAAATCATTGACCGCAAGAAGAATATTTTTAAGCTTTCTCAAGGAGAATATG 
TTGCTGTTGAAAACTTGGAGAACATTTATGTTAATGTTTCTGCCATTGATTC TATGGATCTATGGAAA 
CAGCTTC 
 
>1031-94-(6-2-06)_F04 
GGTTCGCCCATTGTTGGATTTGGTGTGGCAAAAGTTGTAGATTCCGGGAATCCAA TCAAGAAAGGTG 
ACTTAGTTTGGGGAAGTACTGGATGGGAAGAGTATAGTTTGATTACAGATTTTCAGAATTTGATTAAAAT 
CGAGCACACTGATGTGCCACTGTCCTACTATACTGGTATTCTTGGTATGCCTGGTTTAACTGCTTATGGT 
GGTTTTTATGAGGTTTGCTCTCCTAAGAAAGGAGAGTATGTCTTCGTTTCACAG TTCTGGGGCAGTTG 
GTCAGCTTGTTGGGCAGTTTGCAAAGCTGTTAGGCTGCTATGTTGTTGGAATGCTGGAAGCAAAGAAAA 
GGTTGATTTGCTGAAGAACAAACTCAAGTTCGATGAGGCATTCAACTACAAAG AG GTCTGACTTGGAT 
GCAGCTTTGAAAAGGTACTTTCCTGAAGGTATTGACATTTACTTTGAGAATTTGGGGGAAAAATGCTTG 
ATGCAGTGCTACTCAACATGAGGACCCATGGTCGCATTGCTGTTTGTGGCAATCTCACAGTACAACCT 
TGAGAAGCCGGAAGGTGTGTACAATTTAATGCACATGATTTACAAACGGGTTCATATGAAAGCATTTGTG 
GCTTTTGATTACTATCACCTTTACCTGAAGTTTCTGGATTTGGTTCTGCCTCACATTGCTGAAGGGAATA 
TTGTATATTTGGAAGACATAGCTGAAGGCCTTGAGAGTGGTCCAGCAGCCCTTGTTGGGCTATTTTCTGG 
 
>1032-94-(6-2-06)_G04 
CAAAATTAAGAAGAAGATGAGGAGGAAGAAAAGCACTGAAACCCAGAAGGAG GA TTGTTGAAGAAGC 
CGAACAAGTTAGTTACCAGAAAAGAAGCCGGAATTCTTCTGATATCGCTGGAAAGTTTTACTTGTTCAAT 
TCCTTGCCGGACCTTCCCGTCGCTTCCATTCTCTGCAAACTTAGCCCCTCTGATT GCCAACATTCTCC 
TCGCGTGCAGTGGGTTCAAGGGTTTGGTACCCATTTCCTTCGTACAGCCCGATTTTCGTCAAAGAATAGT 
CAACAAGATATTCGAAACTTTGAAGGGGCATCTCCCTGTTTCTGGCCAAGAGGG TTACATGTATTCAGG 
AAAATCGCTATAAGGTTTGAGGGAAAGATTTATACTGCTGCCACAAGCCAGTCAGATTATCTACGAAAAA 
TATCTCTGAAAATGCTTACAATGGAAACTAAGTCTCAGAATCCTAGAGGCAAT CTTTGCCATCCAACTC 
TGCTGGCAATAGTAGTAAGTCCCCAGATGCAGCATCTCTAGATTATTCCACAG TCAGACAGGGCATGCA 
AATGGGGCTGATTGGCAAGAGAAGGTCTATCAAAAGATCGAAACCATGAAGG CTTGTTCTTGCCTGAAA 
TAAGTGAAATGTACCAGGAAATTGCTGCTAAATTGCAGCAGCCTGATTCTATTCCACAACAATTAAAGTT 
AGATCAGCTTGAGAAGTTGAAGACTATGTTGGAGCATATTATAACTTTCTTACAGGTTTCCAAAAATAAT 
ATATTACCTGTTTACAAGGAGAAGTTGATGTCATATGTGAAGCAGATCGTAATTTTATTATTATATACA 
CAAATCGACCAAAGAAGCCTGCACTGCAGTAAGGACAGCTTCC 
 
>1032-94-(6-16-06)_D06 
GGAGGCAGTGAAGCAAGGCTCGGCGGCGATAGGACTGCGATCGAAGACTCACGTGGTTTTGGCCTGTGTC 
AACAAGGCCAATTCCGAGCTCTCCTCTCACCAGAAGAAGATCTTCAAGGTCGACGACCACATCGGCGTCG 
CCATTGCCGGACTCACCGCCGACGGCCGTGTTCTCTCCCGGTACATGCGATTGAGGCCATTAATCACTC 
CTTCACTTACGAGTCTCCTCTCCCCGTTGGCCGACTCGTCGTTCAGCTCGCC A AAGGCTCAGGTTTGC 
ACACAACGTTCATGGAAACGGCCCTATGGTGTTGGTCTTCTGGTTGGCGGCTAGATGAATCTGGTGCTC 
ATCTTTATTACAACTGCCCTAGTGGTAACTACTTTGAGTACCAGGCCTTTGA GATCTCGTTCACA 
AGCTGCAAAGACATATTTGGAACGCAGGTTTGAGAACTTCACAAACTCTTCACGGGAAGATCTGATCAGG 
GATGCGCTTATTGCAACAAGGGAAACCTTGCAAGGAGAGAAGCTCAAGAGCTCCATATGCACAGTTTCTG 
TGGTGGGAGTTGGAGAGCCGTTCCATATATTGGATCAAGAAACTGTACAACAATTG TAGATACATTTGA 
GCTTGTGACAGAGGAAGAGCCTCCTGCTCCTGAACCTGCTTCTGAACCAGCTG TGCTGATCAGGGTGGG 
GCAGAACAGGGTGCTGGTGCTGAGCAGGGTGCCGCACCTGATGAAGGCGTGGCTCC 
 
>1033-94-(6-2-06)_H04 
A 
 
>1034-94-(6-14-06)_F08 
GAAATATGATGAGGACCTTGCAGCTAGGCTTAGATATGCAATAGAGAACAATT CTT TCTGCAACAGAC 
AGATTTGGCATTCTGGATGATTCATTTGCCCTTTGTATGGCTCGCCAGCAGTCTTTGACCTCATTGCTAA 
CCTTGATGGGTGCTTACCGGGAGGAAGTTGAATATACCGTGCTGTCTAATTGATTAGTATAAGTTATAA 
AATTGTAACAATTGCAGCTGATGCAACCCCTGATTTAGCGGATTACGTTAAACAAT TTTTATTAGCCTT 
TTCCAGTGTTCTGCTGAGAAGCTTGGTTGGGACCCTAAGACAGGTGAGAGCCATCTAGATGCAATGTTGA 
310 
 
 
GAGGAGAGGTTTTGATTGCCCTTGCTTTGTTTGGACATGATCCGACACTAAATGAAGCAAGCAGGCGTTT 
TCAGGCATTCTTGGATGACAAAAACACTCCACTCCTCCCTCCTGACACAAGAGTGGCAGCATATATGGCT 
GTAATGCGGAGGGTCAGCAACTCGAACAAATTGGCTTTTGAATCTCTTCTGAGATTGTACAAAGAAACTG 
ATTTAAGCCAGGAGAAAACACGCATCCTAAGTTCATTAGCATCTTCTCCAGAC CAACATAATTCTTGA 
AGTTCTCAACTTTTTATTGTCTTCTGAGGTTCGTAGCCAAGATGCTGTTTAGACTTTCTATAAGTATG 
GAAGGACGTGAAACAGCTTGGACATGGCTGAAGGATAACTGGGAGCATATATCA A ACCTGGGGTTCCG 
GATTTCTAATAACTCGCTTTGTCAGTGCAATTGTCTCTCCGTTTGCGTCATTCGAGAAGGCCAAGGAAAT 
AGAGGAGTACTTTGCAAGCCGCAGTATGCCCTCTATTGCAAGAACCC 
 
>1035-94-(6-14-06)_G08 
AGAGAAAAGTGTGTGTTTTTACTTGTTTTTTTTAGAGAGAGAGAGAGAGAGCA TGTCTTCCTTCGAC 
GCGTACGGCATCGATGGCGAGGAGGAGATTAACGTGAACGCATCGAATAGTATT CA TGACGACGAAG 
ATGAACAGAGCTTCGCCGCCGCCGGCGAAGGCTATGCTTCTTACTCCAGCTTCCCAT CGGAGGATTTCC 
AGCTGACGGTGACGTGGCCGTCGACCACGCCTCCGCATCGCCTGAGATCTACG TCGACGATCCAAAC 
CCTGGCTACTCCCAATCTCCGTTCAACCCGATCCACGTGGATAATGGAAATGGGAACGAGAACGGTTACG 
GTGGTTTCGGTGAAAACGGCATCGACGACGGTGTTTTCAACTCCGACGGTCCGGT CTTCCGCCACCGAC 
CGAAATGGAGCCAGAGGAAGGTTTTGCTCTTCGTGAATGGAGGCGTCAAAATGCCATTCAGCTTGAGGAA 
AAGGAGAAGAGAGAGAAAGAAATGAGAAACCAGATTATTATAGAAGCTGAGGAGTATATTCAAGCTTTTT 
ATGAGAAAAGGAAGCTTAATGTTGAGACTAGTAAGGTTAACAACAGAGAAAGG G AGTTATTCTTGGC 
TAACCAAGAGAAATTCCATAAAGAAGCAGACAAGCAGTACTGGAAAGCAATGGTGAGCTCATTCCATAT 
GAGGTTCCCAACATTGAGAAGAAGAGAGGCAAGAAAGATCAAGACAAGAAGC TCGATCACGGTTGTCC 
AGGGCCCAAAGCCTGGGAAACCCACTGATCTTTCAAGGATGCGTCAGATACTGGTG AGCTAAAGCACAC 
TCCCCCTCCCCACATGATACCACCCCCACCTGCGCCTGCTAAGGATAGCAAAG TGG AAGGA 
 
>1036-94-(6-2-06)_C05 
CGCCAATCCCTCAGACCCAACAACAACAACAACAAAAACAACCCGATTCCGATA GG TTTATCAAACCC 
GTTGCGTACCGGCCACCACCGCCGGGCCCACTCCGAGGTCCATTTCCGGATCC T ACGACCTCGATCTG 
AGCTTCGATGGTGGGCCTTCCTCCGCCGCGGGTTTCGACGAGGATGACCTGT TTGTACCTACATGGATG 
TTGAGAAGCTTGGATCCAGACCCGACGGACACGGCTCCGTAACCAAACCCGACAATG GGTGAAGAAGG 
AGAAGCAGAGAAAAGCTTGAGGACGAGGCATAGACATAGCAATTCGGTGGATGGG GCCCTCGATTTG 
ATGGATAGCATAGAGGCCAAGAAAGCAATGGCTCCTGATAAGCTCGCTGAATTGTGG CCGTTGATCCCA 
AACGCGCCAAGAGGATATTGGCAAATCGACAGTCTGCTGCTCGCTCAAAAGAG GG AAGCTCGTTACAT 
ATTAGAACTTGAGAGAAAAGTTCAAACCCTTCAAACAGAAGCAACGACTCTTTCTGCACAACTAACTCTG 
TTTCAGAGAGATACAACAGGCCTGAGTACTGAAAATACAGAGCTTAAGCTTCG TTACAAGCTATGGAAC 
AACAAGCTCAGTTACGTGATGCTTTAAATGAAGCACTGAAGAAGGAAGTTGAGAGGCTCAAGATTGCAAC 
TGGAGAAATAATGACACACAATGATACTACTTACAATTTGGGAATGCATCATGT TCATATCCTTC 
 
>1037-94-(6-14-06)_H08 
 
>1039-94-(6-2-06)_F05 
GACTCTGCACCTTGGGTTTCGTTCCTATCCCAAAACTTCCCAATTCCCAACAATCAAATTCCATTTCTG 
ACTATAAATATTAGCAATATTTGTGTATTTGAGTATTTTCATTTCCATATTTTCTCTTTGAAAAGCTAAA 
TTTAGTCTGAGACTCTGAGAGAGTGAGAGAGCTTCGATGGCGTTACCCGTGGTTGACACAGAGTACCTGA 
AGGAGGTCGATAAGGCTCGTCGCGATCTCCGTGCTCTCATCGCCTCCAGAAACTGCGCTCCTATAATGCT 
CCGCTTAGCGTGGCATGATGCGGGCACGTATGATGTGAACACGAAAACAGGTGGACCGAATGGGTCGATT 
AGGAGTGAGGAAGAGTATAAACATGGTTCTAACAATGGCTTAAAGAAAGCCATTGATTGGTGTGAGGAGG 
TGAAGTCTAGACATCCAAAGATTACATATGCTGACCTATACCAGCTTGCTGG T TTGCAGTTGAGGT 
CACTGGAGGTCCAACCATTGACTTTGTTCCTGGCAGAAGGGATTCAATTGTTTC CC AAGGAAGGGCGA 
CTCCCAAATGCTAAACAAGGTGCACCTCATCTCAGGGACATCTTTTATCGGATGG TCTGTCTGACAAGG 
ATATTGTTGCATTGTCAGGAGGCCACACTCTGGGAAGGGCACATGCAGAGAATCG GTTTTGATGGCCC 
TTGGACCAAAGAACCTTTGAAGTTTGATAACTCTTACTTTGTGGAACTTTTGAATGGAGAATCAGAGGGG 
CTGTTACAACTTCCAACTGACAAGGCTTTATTGGATGATCCTGAGTTCCGTCCTTATGTTGAACTGTATG 
CAAAGGATGA 
 
>1040-94-(6-2-06)_G05 
ATCTTGCTCAGTACAAAGTCTGTAGGAGAAAACACCATTACAATAATCTTCCAAAG CATAGTTAACTAG 
AAACAACCTATTCTCTGGTTCTTGTTCAGCCCCCAGTCATATATATATATAGTAAGATAATACCCT 
311 
 
 
AAACTTTTCAACTGCAATAAACTTTCTTTGTTTTAGTTTGTCTATTTTATTTTCCAGCTTTTTATTCTCA 
TTTATTAATTGAGAGTTATCCATATTTCGATTCTCTCCTCCACTAGTTAGTGTGGAAGGGGATCTTAT 
CCGTGATCGCCGGGGCAAGCAGCCACAATCTACTACCCTACTGCATCATTTCAAGTTGGTTGGTATGAAA 
GGTATTTCAGAGTTTATATCAAAGTTATTAAGGACGTCCGGTAAGAGAAGATTAGACGAAACAAACCTTC 
CATGCCGTCGATTTTCACTGGCTGAGATCAAGGCAGCTACGAATAACTTCGTGA AATTTAGTAATTGG 
TGAGGATCTTTATAGTAAGAAGAAAGTATACAAGGGGTTTATTGATGACCGAC ATAAGCGTTGCATTA 
AAGCATACGGATTTAAGGTCGGGTAAGAACGAGGTGCTGTTCCTTTGCCAGA ACCACCCTAACCTCG 
CCCGTCTCATCGGATATTGTTTCGATAAACGCGAGATTATCACAGTCTACGAATTCATGGTGAATGGAAA 
CCTCGGCGACCACATTTACGCCACTAAACGCCATGAACCCCTCCCGTGGAAACAAAGACTCCAGATTTGC 
ATTGGAGTGGCGCGTGGACTACACTACCTTCACACCGGGCTGAAGAATACTGTCATCCACCGTGACGTGA 
AGCCGAGCAACATTCTTCTGGATGATAAATGGGGGGGCCAAGTTGGAAGATTTCGAGATTTCCGAGATGG 
GTCCCCC 
 
>1041-94-(6-2-06)_H05 
TCCTCTCCTGATCATGTTTCGAATCCTAAAACCCAACTCCCTAACATCATCGTGAGCCACCAATTC 
CTCCAAAAATGCGGCGTCAGCAAAACCGCAAAGGGAAAGGACAAAATGAAATCAGGCCAACTCTTGAAGC 
GAACAAGAACCAACACCAAAAAAGGCACCATCGCTACTGAATCACCCAAACGGAAAAGGTTTCGAGAG 
ACAAGACCGATTGGAGCAACTATGTCTCAACGCTCCCACTCCTATTCGCTACTTAAACCCCAGAGAAAGA 
GCACGCGAAGCTCAGAGAGAGAAATTGGGACTCATCAGCAAAGAGCGCCAGCGCGAGCTCGATATCTTGA 
AGAAGCAGAGCAGCAAGAAGGCTTCCAAGAAGGACAAGGAAGTGTTTCGGGAGATCAT GGGACACCCGG 
CTTGGATCTCATTTCGCTTGGGATTGTGGATGCTGATTTGGTTCCCAAGTATG CTCACTGCTGAGGAT 
GGCAAGCGGTTGGCCAAGGAGTATAGTCGGGTTTTGATGAGGAGGCATCGCCGAGGCAGGCTGCCGAGT 
CTACCCTTCTTAGGTTGAAGAAAGAGGCCATTGAGGCGCTGCCGGAGGAGCTTA AGCTGCTGCATTGGT 
ACCGGACCTTACTCCGTTCCCTGCCAATCGGTTCATGGCCACATTGACTCCACCGATTGAAGGGTACATT 
GATAAGGTCATGGAAGCCGCCAAGAAGAGCAGTGGCAAGGAGAAGATGAGAT GAT GATTATCTCAA 
TTCCCAGATGGAGCTATGTTTTTAAGCCTGAAGAACTTCAACTGTTTCACAAG GGCAACTGGAAGTCAT 
GGACCTGTATTTTTGGGTTCAGGTGGGAGA 
 
>1042-94-(6-15-06)_E12 
TACTATCCCCAGAAAAACCCTAACCCTAACCCTAATTCCTAAAATCCTACAT C ACCATGGAACCCG 
AGGGCTCGCCCTCGCTCAAAATGATCGACGAGATCCACTCCAATGGCGGAATCAACCTCTGCGACGGCGA 
CGTCGACGACGAGCCAAGCATCGACGACACCACCACCACCACAACCAACAAT GGCCAATCATTAGCAGC 
GGCGAACAGCTTGACGTGGAGGCCTACGGGGGCCTCTACCAGGGGCGGACGAAGATC T CGACTCCTCT 
TCATCGCCGAGAACTGCGAGAGCAACCCTGCGATGCGATTGGAAGCTCTTCGCATGG TCACGATGAGAT 
CAAGAAGGGAGAGAATACTCAGCTTTATAGAGAAGTGGTCCAGAAGATTGAT GCGA CTCAGCCCTAAC 
TATGCCATGGACTCAGCCTGGTGCGACTCTGTTGACCGCAGGGCTGACCAGAAGAAGGAGAAGCTCGAGA 
ACGAGCTCAATGCCTATAGGACAAATTTGATCAAAGAAAGCATAAGAATGGATACAATGATTTTGGAGA 
TTTTTATTATTCTCATGGTGCACTCGGGGATGCTTTTAAGAGTTATGTTCGTACTCGCGATTATTGTACT 
ACATCGAAACACATCATCCATATGTGTTTGAGTGCGATTCTGGTCAGCATTGAG GGGTCAATTCACCC 
ATGTGACAAGCTATGTCAGTAAAGCAGAACAATCACCAGAGGCCCTTGACCAATTA AGCTGCAAAACT 
ACGGTGTGCTGCAGGATTGGCTCACTTGGAGGCTAAAAAATACAAGCTTGCT C TAAGTTCTTGGAA 
ACAGGCTCTGAATTGGGAAGTCACTACAATGAAGTCATTGCACCTC 
 
>1046-94-(6-2-06)_E06 
GAGGCAGCAGCTCACGAGGAAGAAGGCAGAAACATGGTGAGGATGTGGTGCATACTCTGAAGGTTTCTTT 
GGAGGACCTATACAATGGCACAAGCAAAAAACTCTCCCTTTCAAGGAATGCTCTG CAAAAATGTAAA 
GGGAAAGGTTCAAAGAGTGGAGTATCTGGGAGATGTTATGGTTGCCAAGGTA G AATGAAAATCACAA 
CCCGACAGATTGGATTGGGGATGATTCAACAGATGCAACATGTCTGTCCTGAA G A AGGCACAGGTGA 
GGTTATCAGTGATAGAGATAAATGCCCACAATGCAAAGGAAATAAGGTTACTCAGGAAAAGAAGGTGCTG 
GAGGTGCATGTCGAGAAAGGGATGCAACATGGCCAGAAGATTACATTTGATGGACA GCTGATGAAGCTC 
CTGATACTATCACGGGAGACATTGTTTTTGTATTGCAACTGAAGGAGCACCCCA GTTCAAGCGGAAGTT 
TGATGATCTTTATGTAGAGCACACCCTCAATTTAACAGAGGCTCTCTGTGGA TTCAATTTGCCCTTACC 
CATCTTGATGGCAGACAGCTTCTGATCAAATCAAATCCCGGGGAGGTCATTAAG C GGTCAATCCAAAG 
CAATCAACGATGAGGGAATGCCACATCACCAGAGGCCCTTTATGAGGGGCCG CTTTA ATTCACTTTAA 
TGTGGAATTCCCGGACTCTGGAATTATTTCCCCGGAACAATGCCAGACTTTAACATTACTACCCCCA 
AGGGCAAGCAAGCACTTGACAGACATGGAGCTGGACGATTGTGAGGAGACAACTTTG TGACGTTAACA 
TCGAGGATGAGATGAGACGTAAGAAGCAGCAACAGCAATTCCAAGA 
312 
 
 
 
>1047-94-(6-2-06)_F06 
TACGAAACCACAATGTGCGGAGACGCGAGGAACTGGGACGAAGATGCATACGAG A GCATACTGAAGG 
AGAGGGAGATTCAAACTCGAACCGTTTTCAGGACCGTTTGGGCACCCGCTCAAAACCCTAACCCTAACCC 
GGAAACCATTGTCGCCGCCTCCAGTGATGGATCGATCGCCTCCTACTCCATCTC TCCTGCATCTCCAAG 
CTCCAAAGTTTTAGGAATACAAAGGCACAACACTTGTTAGTGGCTGAACCTTTGCTTTGTTCAAGGGC 
ATGATGGACCTGCTTATGATATCAAATTCTATGGTGACAGTGAAGATGCCTTGTTACTAAGTTGTGGTGA 
TGATGGTCGGATTCGAGGATGGAGGTGGAAGGATTTTACAAATTCAGATGTGCCCAT ACATTGCAAGCA 
GGGAAGCAAATGAAGCCAGTACTTGACCTGGTGAATCCCCAACATAAAGGTCCTT GGTGCTCTTTCTC 
CAATTCCTGAAAATAATGCCATTGCTGTTAACATACAGGGAGGATCAATTTTTTCAGCTTCCGGTGATTC 
TTGTGCGTATTGCTGGGATGTGGAAACGGGTAAACTCAAAGTAGTTTTTAAGGGGC TTCAGACTACTTG 
CATTGTTTAGTTGCCAGAAACTCTGCCAACCAGATCATAACTGGTTCAGAGGAT G ACTGCACGGATAT 
GGGATTGCAAAAGTGGAAAGTGTATTCAAGTAATTGATCCAGCAGAGAACACAA GTTGAAAGGTTTCTT 
CGCATGCGTTAGTTGCATTGCTCTTGATGGAAGCGAGAGCTGGTTGGCTTG 
 
>1050-94-(6-2-06)_A07 
GCTTCCAAGCCCCAACTTTCATTGAGTGGCTCAAGCCCTCACCCTCTGCTTCA CAC GTCATCATCATC 
ATCCTCTTCCTCTTCTTCTTCTTCATATTCTTCCTTAACTACCCCAAAAGAGTTTGTTCAGGAGACTTTA 
CAATGCTTGCCTCTTCTAGGCGGGTTTACTGAGACCAAACCCTTGAAACAGCAAGATATTAGACTCCAAA 
AGGAGGGTTACACAATCAAAGAGGAGGAGGTTGAGAAAGTTACTGTTGCCTTGCA ATTGGTTTGCCTGA 
CACGGGTGATTCTGATGCTGAGAAGATGATTTTTGACTCTAAGGAACAAGAACCCGTGAAAAAAAGCTTC 
CATGGTTGTTCTTTTAACACACAGAGTAGGTTTTGGATACCAACACCTGCTAAATTCTTGTGGGGCCGA 
TGCAGTTTGCTTGTTCCATATGCAGCAAGACCTTCAATAGGTACAATAACATGC G TGCATATGTGGGG 
GCATGGATCCGAATATAGAAAAGGACCAGATTCACTTAAAGGAACTCAACCAGCTGCCATGCTAAGGCTA 
CCATGCTATTGCTGTGCTCAAGGCTGCAAGAACAACATCAACCATCCGCGAGCGAA CCGCTGAAAGACT 
TCAGAACACTGCAAACTCACTACAAAAGGAAGCATGGAGCAAAGCCATTTATGTG AGAAAATGTGGGAA 
AACATTTGCAGTGAAAGGAGATTGGAGGACACATGAAAAGAATTGTGGGAATTATGGTATTGCACTTGT 
GGTTCTGACTTTAAGCATAAGAGATCACTTAAAGATCACATCAGGTCCTTTGGAAAAGGCCATTCCCCAC 
ACCCTTCTCTTGATGG 
 
>1052-94-(6-2-06)_C07 
AGGCCAATATGAGAAAATGGGGCCAGATTTTGAGATTGTTAAAATTTTGACAGAACTCCTTGATGAACTG 
CAAATTGGAGATTATGAGATAAAATTGAATCATCGGAAGTTACTTGATGGAATGTTGGACATATGTGGAG 
TGCCACCAGAAAAATTCAGAACCATATGTTCAAGTATTGACAAGTTAGATAAGC ACCTTTTGAGCAGAT 
AAAAAAGGAAATGGTGGAGGAGAAGGGCTTATCTGTTGAGACAGCAGATGAAATTGGCACTTTTGTGAAG 
GAAAGGGGACAGCCTTTGGAACTATTATCTAAGCTTAAGCAGCAGGGCAGCAA TTCTTAGGACACAATG 
GATCTGTTGATGCACTGAATGACCTAGAGATTTTATTTAAAGCTCTTGAAGGTC AAGTGTATTGACAA 
AGTGGTTTTTGACTTGAGTCTTGCCAGAGGCCTTGATTATTATACTGGAGTCAT TTTGAGGCTGTTTTT 
AAAGGTGGTGCACAGGTTGGTTCAATTGCTGCTGGTGGACGTTATGACAACCTTATTGGCATGTTTGGTG 
CGAAGCAGGTTCCAGCAGTTGGTGTTAGTCTTGGAATCGAGCGGGTATTTGCTATAATGGAGCAGCTACA 
GAAAGACCAGAGCCAGGCACCACGTGCAACAAAGACTGAAGTCCTAGTTAGTATAC G GGGATGACTTG 
ACTCAAGCTGCAGAGCTGGTAAGTGAGCTGTGGAATGCCAAAGTGAAAGCCTATTTTGTTAATAAAA 
GGGTGATGAAGCACATTGACCGTGCTAGAGAGTCGAGGATCCCATGGATGGT ATTGT GGTGAACGGGA 
AATGAATGAAGGGATTGTTGTATTAAAAGA 
 
>1054-94-(6-2-06)_E07 
CGATCTAAATTAAAAGCTCTTTCTTTATCAAAACCTAGATCAGAAATATAGAGAGATAGAGATTTAGAGA 
GAGAGAGAGAGAGTGAGAATTAGGTGTCACATGAGAGAGGAGAGGACTGAAATGTCC AGACGACGATC 
GATCTCCACCGTTGGATCTTCGGGGAGCGGACATCGCCGAGTCGTCGAGCAAGACCCGGAACTGCGTGAC 
CGGGTCGGGTCATGTCACGGGTTTGAATCCCATGGAGTTCCAGGCTCCGTACCCGGACCAAGTCCTCGAG 
AACGTCCTCGAAAACGTGCTTCAGTTCCTCACCTCCCGGCGGGACCGCAACG CGCCTCATTGGTCTGCA 
AGTCGTGGTGTCGGGTCGAGGCCCTGACCCGATCCGAGCTCTTCATCGGGAAC GTTACTCCGTCTCGCC 
CAGACGGGCCACGGCCCGGTTCTCCCGGGTCCGGGCCGTGGCCATCAAGGGGGCCGAGGTTCGCCGAC 
TTCAACCTCATGCCGCCGGAATGGGGGGCCCACTTCGCCCCGTGGGTCGCCCC T GGCTCCGCCTATC 
CTTGGCTCGAAAAAGTCTACCTGAAACGCATGTCGGTCACCGACGAAGATCTG A CATCTCGCTGAGTA 
TTTCCCTTGCTTCAAAGAACTCGTCCTTGTTTGTTGCGACGGCTTTGGTACAC GGCCTCGCCGTAATA 
GCCAAGAAGTGCAGACAACTGAGAGTGCTTGATCTGATTGAATCCGAGGTTGCG AA CTGATATGGATT 
313 
 
 
GGATAGGGGAGTTTCCGGAGTGTGGAATGACCTGTTTGGAATCTTTGATATTGTGTTGAGAGCCC 
AATAAATTTTGAGGCATTGGAGA 
 
>1058-94-(6-2-06)_H07 
CTCTCTCTCTCTCTCTCTCTCTCACAGATTGAGATTGTGCTTTCTCTCTCTAGTTCTACTTTGGAAGAAG 
GGATGGGAGAAGGGAAGGGCTCGACCCTGGTGCACGTTTTGGTGGTTGTTCTAAGC AGTGGCCTTTGG 
CTTCTCCATTGCTGCTGAGAGACGAAGAAGCGTTGGCCATATAGAAGTAGATCC C ATGAACGAAAGT 
TACTGTGTTTACAACTCAGACGTTGCAACTGGATATGGAGTTGGTGCTTTCTTGTTCCTTCTTTCTGGCG 
AATCTCTACTCATGGGTGTGACAAAGTGCATGTGTTTTGGGATACCTTTAGCTCCT GTGGGAGTCGAGC 
CTGGTCTATCATTTATTTTGTCTCATCATGGGTGACTTTTCTGGTTGCAGAAGCATGTCTAATTGCAGGT 
GCAACAAGGAATGCTTACCACACCAAGTATCGGTCTATGATTTATGCTCAACACTTCTCATGTGAAACAT 
TGCGGAAAGGTGTCTTTATTGCTGGTGCTGTATTTGTGGTTGCAACAATGATTCTCA TGTGTATTACTA 
CATGTACTTCACCAAGGCAACTACTCAGGTCGCTCGCAAAACAAATCGTGCAGCTCAACTGTTGGAATG 
ACTGGGTATGCATAGAATATCAACTGATGAGACCAGATGGCATCTAAGTTTGCATGTTGATGTTGTATG 
GATATGCAATGCTATGATTGTAATATGCCTGTTACTAATGCCTTTAACTTATATAGTGGTAAATGTTTTT 
TTTAAGGCCTTCCTAGAAAAAAAA 
 
>1060-94-(6-2-06)_B08 
ATGCAGATAGTTGAATGTAGGCGAGTGCTGAAATGGACCTATGCATATGGGT C ACCTACCTGAGATTG 
AGCATGGTAAAAAGCAGTTTTTTGAGTACTTGCAAGGTGAGGCAGAGTCTGTC GGAAAGGCTTCATCA 
ATGTGCAGAAAAGGAACTACAACAGTTCCTCAATGCTGACAGCAAACCACCGATTTTAATGACTTC 
CGTACAAAGCTAGCTGGACTTACGAGTGTGACTAGGAATTACTTTGAGAATCTA TTAGGGCATTAGAGA 
ATGGTTTGTCAGATGTGGACAGCAATGGCGCTTGCAGCAAGACAAGCACAAAAATGTAGGAGGGAGCAG 
TAAGGGTCGAGGTGGAAGGGGAAAGGGAACTACTCGAGCCGGTGGTTCTAGCAAAAGT GTGATGATACC 
CTTTATTGGTCTTGTGAACAATGTACCTATGCCAATGTCAAGTCTGCCACCAGATG GAGATGTGCAACC 
AGCAGCGCCGGTGAAAAATCTAATCCAAATTAGTAAAAGACAAGATGGAGAACAT A CCTTAAACTCAA 
GAAGAACAAAAGCTTGATTTGATGGTGATACCTCGTGTAAAGGTTTTTGTGGC CCTCTTTTGCTAAGGC 
TGTCGAACGTTTGTGGAAAAAAAAGAAAGTAGAAATGGAAGAACTCTTTGAAGAAAGGGCAGCCTCTTTG 
GTGTCGTGTGTGTAGCAGGAAACACTATAATGTATTGGGTCTGTTCTGTATATAGTGCTCTCTCTCTATA 
AATATAAATATAAAATATTGGGGTTCTGCAACTTGCTTTTGTTGCTGATTTACG GTATTACATTTGCAC 
TGGGTAAAGTGAATGCAAATGATATCTTATG 
 
>1061-94-(6-2-06)_C08 
GAAAGAGCGACGAACGTTTCGGAAATCGAGGAAGACGAGGACGACGAAGAAC CGG GAGGTGATCGAAT 
CAGCTCCTCCTCTCAAGGTCGGCGAAGAGCGCGAGCTCAGTATCTCCGGCCTCAA AAAAAGCTCCTCAA 
GCTCGGCCATGGCTGGGAAACCCCTGAGCTCGGTGACGAAGCCACTGTTCATTATGTTGGTACTTTGCTT 
GACGGAACAAAGTTCGATTCCACAAGAGATAGAGATGATGAGCCATTGACTAA GCTTGGTCACGGTG 
AAGTGGTTAGTGGATTGGAACATGCGATAGTTACAATGAAGAAAGGGGAGACT CTTTGTTCACATTGCC 
ACCTGAATTAGCCTACGGGGTTGCAGGCTGCCACGGCGTCGTTCAGCCTAATTCGG TGTTCAGTTTGAA 
GTGGAACTCGTCTCGTGGATAACTGTGGTGGATGTTAGCAGAGACGGTGGAATTA CA GAAGATAATGG 
ACAAGGGAGAGAGCAATGAACAACCCGGCGATTTGGACCAAGTTCTTGTGAAGTATCGCGTTGCGCTGGA 
TGATGGTACTATTGTTGCAGAAACTTTGGAAGAAGGAGTTGAATTTTATGTGA A ATGGTCATCTTTGT 
CCAGCATTGCAAAAAGCAATAATGACCATGAAAAGGGGAGAGAAGGCCAAATTAGTTGTTCAACCTCAGT 
ATGCCTTTGGAGAGGAGGGAAGGGATGCAAATAATGGGGTTCATTCAATCCC CTGGGTTCTATACTCAA 
CATTGATGTGGAGTTGGTGTCTTTCAAGCCTGTTATTGATATTACTGGTGATCCA GGTACTTAAGAAA 
ATTTTAAAAGAAGGTGAAGGGGCTGTCATTCCCAATG 
 
>1063-94-(6-2-06)_E08 
GGGAATCCATCAGTCTAGAGGGTCAAAAACTGCTTCAGTATCCAGCGATGCT ATACACCAAGAAATATA 
TCATGCCCGGTTTCTCCCATTGGGAGCCCTCTTCTACGTTCAAGGTCACCACAACATCTGAGCGGAAGGA 
TGTCTCCCTCTCCCATATCTAGCCCTCGTACCACATCTGGTTCATCCACACCTTACTGGTGGTAGTGG 
TGCCATCCCATTTAATCACCTGAAGCAGCCAACCACCTACCTTCATGAAGGTGTAGGAATGATCCAAAGG 
GGTCAAAGCAGTTTCTATGCTAATGGCAGCACTCTCTATCATGAGCCAAAGCCTGAGTTATTTCGAGGGA 
TGCCACAAGCTTCTCATGCCTTCCACGATATGATTTCATCTGATAATGGTGC TC GAAACCAGATGGG 
ATGGCCTCTCCATGCTGACACCAGGGAAATGCATGCTAAACAGCTGGCTTTG CTGA CATGTATCTGAG 
CAACTCTTGAGGGATCACATAAAGAAAAATTTATCCATGGAACATAAACCCTCT ACTGGTGCTTGGTC 
GCAGCAATCGAATCTGATTTACACGTGAATCCCTGACAAGAGCAGGATTTTCAGGCATGCTAGATTGCTT 
314 
 
 
TCTGATGCTTCAAGGGCATCATATTCGTGG 
 
>1064-94-(6-2-06)_F08 
GTTTTTCTCTCAGACTTCCTCCATCGCAAAGCAGAGCTTCACTCACAGCCAGGTTACAAAAACTTTT 
GACTCGGTTGGAACACAACGAATATGAGGCCCATCTTTTGTGGTAACGTTGTT GATGCCCGGCAGTC 
TGATATTGAGCGACTTTTCAGAAGATATGGGAGGGTTGAGAGGGTGGATATGAAG C GGATTTGCTTTC 
GTCTATATGGAAGATGAACGAGATGCTGAGTACGCAATTAGAAGGCTTGACAGGACAGAATTTGGTCGAA 
AGGGTCGCCGACTTCGTGTTGAGTGGACCAAGCATGAACGTGGCATTAGAAGGCCTGGCGGTTCAAGATC 
TTCAGCTAATGTGAAACCATCAAAAACCTTGTTTGTCATTAATTTTGATCCA G TATACCAGAACAAGG 
GATTTGGAGAGGCACTTCGATCCACATGGGAAAATTTTGAACATAAGGATCAGAAGGAATTTTGCATTTA 
TTCAGTATGAGACACAGGAGGATGCTACCAGAGCATTGGAAGCAACGAACATGAGTAAGTTCATGGATCG 
AGTCATTTCAGTGGAATATGCAGTACGGGATGATGACGATGAGAGGAGAAAT G T CAGTCCTGATAGA 
AGAGGCCGGGACATGTCTCCTCATAGAAGAAGCTATGATCATGGGCGATCCC AAGTCCATATCGTAGAG 
ATAGGGCAAGCCCAGACTATGGCCATGGACCAAATCTAAGCTCCAGATCTGACTAA AGGAAGTCCCAA 
ATATGATAGAGGAGCTGAAAGCCCAGTCAATGGGAGATATGACAGCCGATCA ACCACCAAGGGAAAGA 
TCATCACCACCGGCAAGGGAAAGATCTCGATCTTAAACAGAA 
 
>1067-94-(6-2-06)_A09 
AATCATCAGGTTAAGATTCCGTTGCAGAAAGAAAGAAATCATCGAACCGAATGGCG AGGAAGAAGGTGA 
AAATGGTTTTTCTGAGCGGAAGAGGCTGAAGAGAGTGGCATTGGCGAAGGAATCATAGTGTCAGATAGT 
CGAGCGAATGTGGCGTCGAGGCTGAGGCCTTCGAATGTCGTAATGAAACACCATGGCAAGGACATTCTCA 
AGAAGTCTCAGCGGAAGAACAGATTCCTCTTCTCCTTCCCAGGACTACTCGCCCTCTTCCTGCTCAAGG 
AGGCAAGATCGGTGAGCTCAAGGATTTGGCCACCAAAAACCCCATTCTCTACCT ATTTCCCCAAGGGC 
CGATTGAAATTGTTTGGGACTATTTTATATCCCAACAACAGATATCTGACGTTACAATTCCCTAGAGGTG 
GCAAGAGTGTCACCTGTGACGACTACTTCGATAATATGATTGTATTTTCTGAAG ATGGTGGATTGGGAC 
AGAAGATGAGAACCCCGAAGAAGCTTGCCTCGATTTTCCTAATGATTTTAATGAGGGACAACTCATTGAA 
TGTGACTTCAAAGGTGGAGCAGGTTCCACATCTTTGATTAATAAGCCTTCCGGAATGACATATGTAGAAC 
AACAGTCTCCTAAATCTGAAGAGCTTGAAGCTGATTTATCTGACTCTGAGAAAA TCTCAAGGATTTGAT 
CAAAGCAACACCAGTTCGGCAATCACAGAGAACCGTTGGGAAAACATTCAATTTTGC GATGCTTCTTCT 
GGGGGTGAATCTGTTGAGAGTGATGCTGATGTATCAGAAGGGGAAGGAAAAAAT TTG GGAAGTTGATT 
CTTCAATCACAAAATATACTAGTGGAAAGACTGAAAATCTCTGCTCTGTAAACC TGACGTTGACAAT 
 
>1069-94-(6-2-06)_C09 
TTAAGAACTTGAACAGGTTATTTTTATCACATTTTCTTTGTTTCTATAGATTTTTATATATTAAGAGGAT 
TCAGAAAGTTAGTTACTGTTTTTGTGGCTTTGAAAAATACTTCTAATTTAAA CTTATCCTTATTCCT 
AAAAACAAAAATGAGGTTAAAACTGTAAATTGACAAAATTTAAAAACAAAAAATCTACTCATGTTTATAA 
AACTAGCCCATGTTCTATAAAACTTCTCATTACCCCATCTACACACTTAAAACC CCCCCATCTTCCTTT 
GAAAAAAAAAAAAAAAAAAAATCTTAAAAAAAGAGCCTCGTTACACTCACGAAGCT GGTAATTGGTTTA 
CATTAAAAAAATTCTTTCCCGTTTGGAACAAATATGCTACAACCATCTATCAAAGTGTTATGGCGATGAT 
TTAACTTATTAAAAAAAAACTGTTGTGGCCATGATATTTCTTGATATTAGTATAGTGGTATGTCATTTT 
GTCGTTTGGTTCCATTTTATTTTCTTTTTCTTGTGTTCTGGCATGCAGACTTATCCAATAAATTTATAAT 
AATTAAAAAAAAAATCATTTTGTCTAATAACGTTGTTCAAAAGTTGTCGACCT GGCCCAAAAAATTATG 
GACCTGAGAAATGCGGTCCTGTAACTGTGGACAAAATGCCAATTATGCTGGGTAG C ATTGTGTGGCTT 
TAGTGGGCTGAGTCCGCCCTTTTACTTTTACATTCTCTCCCCCCTCACCCCC CCTCTCCCCACAC 
ACACACACCCACCCTCCCCTTTTTTTTTTTTTTTTTTTAATTAATTAATT 
 
>1071-94-(6-2-06)_E09 
GCAGCAGATGGAGATGATGGTGTATTTCCTGTCGCTTTTGCTGTAGTTGATGCAGAATCTGACGATAATT 
GGCATTGGTTCTTGTTACAATTGAAATCTGCCCTCTCAACATCTTGTCCAATAA TTTGTGGCAGACAG 
ACAGAAGGGGTTAAGGGAGTCCATTGCTGATATATTTACAGGCTCGTACCAT C TACTGTCTACGTTAC 
TTGACCGAGCAATTTATTAGAGACTTAAAAGGGCAGTTTTCTCATGAGGTGA CGACTCATGGTTGAGG 
ATTTTTATGCTGCTGCTTATGCACCTACGCCTGAAAGCTTCCAAAGATCTATTGAA GCATTAAAAGTAT 
TTCTCTCGAAGCTTACAATTGGATTGTACAAAGTGAACCCCTGAACTGGGCAAATTCATATTTTCATGGT 
GCCAGATATAACCATATGACATCAAACTTTGGGGAGCTATTCTATAGTTGGGC CAGATGCACATGAAT 
TACCAATAACACAGATGGTTGATGTGATAAGGGGCAAGATTATGGAGTTGATTTACACACGGCGAGCAGA 
TTCCATCCAGTGGTTGACTAGACTAACTCCATCCATGGAGGAAAAACTCAAAAAGG AAACCATAAAGTT 
CCTCCCCTTCAAGTGCTACTGTCAGCTGGTAGCACATTTGAGGTTCGTGGTGACACCATTGAAATGGTTG 
315 
 
 
ATATTGATCATTGGGATTGTAGTTGCAAAGGGTGGCAGTTAACTGGTTTACCATGCTGCCATGCAATTGC 
TGTTCTTGGTTGCATGGGTCGGAGCCCATATGATTATTGTTCCAGATACTTCACAACGGAGAGCTACAGA 
TTAACTTATTCAGAGTCTGTAAATCCTATTCCAAATGCGGATGTGCCTGTGTAAAAGATTCTTCTCAGC 
TCACTG 
 
>1072-94-(6-2-06)_F09 
AGAAAGAATATTACCCCATGTTTTCTCACGTTTAATTGACCCAAAGGAATTA TTAGGCAAGCATGCGCT 
ACAACCTTGGAAATTGTAAGCAAAACTTACAGTACAGATTCTCTTTTACCCGCTTTGCTCCGTTCACTAG 
ATGAGCAGCGATCACCAAAGGCCAAATTAGCAGTTATTGAGTTCGCTATCAT CCTTTAACAAGCATGC 
AATGAGTTCCGAAGGCTACGGTAATAGTGGTATTCTTAAGTTATGGCTTGCTAAGTTGACTCCTTTGGTC 
CACGATAAAAATACCAAGCTTAAGGAAGCAGCTATTACGTGCATTATATCTG T ACTCCCATTTTGATT 
CAACAGCTGTTCTGAATTTTATTCTTAGTTTATCGGTTGAAGAACAGAATTCCCTGAGACGAGCCCTTAA 
ACAGCAGACTCCTCGCATTGAAGTGGACCTAATGAACTTTTTGCAGAACAAGAAAGAGCGGCAGCGATCT 
AAGTCCTCTTATGATCCATTAGATATTGTTGGAACATCTTCTGAAGAAGGAT TATTAGTGCATCAAAGA 
AGAGTCATTTCTATGGAAGGTATTCGGCTGGTTCTATTGACAATGATGGTGGGA GAAGTGGAGTTCTAC 
TCAAGAATCAACGCTGATCTCTGGAAATGTTGGCCAAACAGTTTCTGATGTA C CAGGAGAACTTGTAT 
CAGAATTTTGATACTGGTTCTAACACTGAGGGTCTTAATTCCAAAACCAAGGATTT CCTTACACGGTCA 
ATCCTACAGGTCAGAATTTGGGCTCCTGGTCCACCCAGCTAGAAAATGTTGCA A TGTGAACTTGGA 
AGGTTTATCTTCTCCTTGCCTGAACATTAATGGTCTGATGAGCTCAGATCGCTTGG GGTCTTGGGCCAT 
GTTGATGAA 
 
>1073-94-(6-2-06)_G09 
GCTGCTGGTTCTGTAAAAGGAGCCTTACAGGGTCATGAGTTAAGGGGACTATCTCTGCGTCTTGCTAATC 
ACGGAGAATTGACCCGGCTAAATGGTTTGGTAAACAATTTGATCTCAGTTGGCCTG GACGTGAAGCAGC 
ATTTTCAGCAGCAGTTTTGGGAGACAATGCTCTCATGGAAAAGGCGTGGCAGGATA TGGGATGCTTGCT 
GAAGCTGTGCTTCATGCACATGCCCATGGGCGACCGACGATGAAGAATTTGGTTCAAGCTTGGAACAAAA 
TGCTGCAGAAGGAGGTTGATCATACTCCATCTACAAAGACAGATGCTGCTTCTGC TCTGGCTTCCCT 
GGAGGAACCCAAACTTACAAGTTTGGGAGATGCAGGGAAGAAACCACCAATTGAAATT TTCCTCCTGGG 
ATGACATCTCTATCCATGTCTATTTCCGCTCAGAAAAAACCAGCCCCTGCTAA CAGAGTTCACAACAGC 
AACAAGGAAAGCAGTTGCTATTAGAAGCACCTCCTGCTACCACACCAGTGAGTGC CCACTCCAGTCAGA 
CTCCACACCTGGTAGTGCTCCGCCTCAGTCAGAATCCACAGAGGCTTCAGTGAGTGC GCAATTCAGTCA 
GAATCTACACCAGCACCAACGAGTACTCCCTTGCAGTCGGAATCAAGCGAACCTGTTCCAGACAATAGAG 
CCCCTGGAACATCATCGGTGAGTGATCCAGATTCAGTACTTTCAGGGGCAACT TGCCAGAAACATCTAC 
AATTAACTCAACACTGGCAGAGGCGCCACCCCAGGCTCCAGAGATTCTCAAAACAAGTATTCCGACTACA 
TTGCCAATGAGTGACCCACTTGTTTGAATAGCAGATTCTGCTAAACTGTTGG CAGCATAGAGCATAC 
A 
 
>1075-94-(6-2-06)_A10 
TCGCACCCAAACACTCCCTAACTAAGAAAGCCCCTTCCTTTTTCCTCTATATCTCTCTCTCTCTCTCTC 
TCTCTTAAACCCTCTCTCTGCTCTCAAACCAAGTTTCTCGACTCTGTTAATGCTTCTACCAAGGTTGAT 
AACCGGGGTCCATTCGGGTCGAAAAGGTCTCGGAATGATGCTTCACGGAATGATGGAGATTGGACCTGTC 
CTAAGTGTGGAAATGTAAACTTCGGGTTTAGAGTTGTTTGCAATCGTGGAAAATGTGGTGCTCCTCGACC 
ACCTGTCATTCCATCTGCTCCAATTAGCCCTTATAATGCCCCTCCTCCGTTTATTATGGAGGTGTTGGG 
GCTCCTCCTCTGCCGTATGGATTGTCTGGCAGGTATGGATCCCCAGTACCACA T AGGACTGCATTATG 
ACTATGGTCTCCCTTCAGGTGCTCATGGACCATATGGTCATCTGCCTACATTTCCACCTGGAGGATATGG 
AGGTATGCCTTATAGTCCAGGGCCTGCTGTCAATGGATATGGATTTGGCTTCAAAGACCTCCATGGGCA 
GGAGGAGTATTACCTGATAATCCTGCCTCTCGTAAACGTCGTGGAGGGCCAGAT GTGTACATGAAGGGG 
ATTGGATTTGCCCCAAATGTGAGAATGTTAACTTTGCCTTCAGAACCACTTG ACATTAAGAAATGCGG 
GGCTCCCAGACCTTCTTCTGGCCCAAACCAATCAAATTCTAGTGCCCCTGAAGGCAGCTGGAGTTGTAGC 
AAGTGTGGCAATGTGAATTATCCCTTTCGAACTGTCTGCAACCGCAAGGATTGTGGAAATGA 
 
>1076-94-(6-2-06)_B10 
GCGTCGCAGCTAAGCTCTCTAGAGCCACCAGCTCCGCCGTTCGATCCGCCAGACTGGTTCCCAGCTCCCA 
TACACCTTGCCTTCTCTGTCCATCACCACCGTTCAGATTACTCCATGATGGAAC AACGGCCCAGATGCG 
AACCCAGTTGCTATTCAGATGATCAATTACGCTCTCTCTCATGCTAGGTCCCAAAAATCAGAGGAATCAT 
ACGGACAAGGTCTTCTGGTATTGGAGCAATGCCTTTCCACTCAGTTGAGTGAA GCCAAGATGCTGAGAA 
TTCAAGGGGTTTGGTCTTGTTGGCCATGTCTACCTTATGCTCTGAAAGAGGG ATTTTGATGAAGCAATT 
316 
 
 
GAGAAACTTCAGGGAATTGAAGAATTAAGGCAATGCTCTTTAGGTGTTAGAGTTGCTGCAATGGAAGCTC 
TTGTTGGTCTTCATCTAGAGTTGGGGCAGGTGGTTCTTCTTATGTAGGATGTGCTTCATCAGTGATCGC 
AGATAAATGCTTAGAACTGGTTGAGAAAGAAGAACCGAAAACTGGTGGTGGAAACCCTGTGGTCTTAAGT 
GCTCGTGCTAAAGCAGCTAAAGGGCTGGTTGAGCTTGTACATGGTAATCTGG TA CGGAGACATTTT 
TGAAAGGATGTGGGAACAATGAAGGAAGCATTGGTAGTGTTGCTCTATCATA GGAGAACTCTTGCATGC 
CACGCAGAACTTTTCATTGGCAAAAGAGGTATACAAAAAAGTAATTCAAGGGGC TCTGAGAATAAAGAT 
TTTAGTGATATGCATGCCTTTGCAGCTTGTAATATGTCCTCAGAGGAAGTATTGTTGGCAGCCACTTGTG 
CTTTAGGACAGCTTGAGGCACACATGGGGGAACTTCGGTGATGCAGAGGACATATT AAGGGCATTAT 
CAAAAACAGAGGG 
 
>1077-94-(6-2-06)_C10 
AAGACCCTAACACATTTTATATATATGAGATCTTTGAATTCCAAATCAACAATC TAAATGGCATCAATT 
TGGACTCTTCAATTCCATCCCATTTCTCTCCAGCCTTCAATTTGGGTTTCAAAGCATCAGATCCATTTGA 
ATTTTGAGAAACTCAGACCGGAATTTCGTTTCAAAAGTAGTAGTAGCAAGCAGCT AGCCGGAAATTTGT 
ACTGGGAGCCAATTCCGGTTCGCCGAGTGACCCAGATGAACCGGCGGTTAAACTCAG CAATCACTGTC 
GCTGTAAAAGACCAGCTCTCCAAATTGCACGGAACAATCAACTCTTTCCCTCC TCGTTTTTGTGATGA 
ATAGATATGGTGGGAGTAATCTGGCAATAGGGTTATGTATTGCAATTACATTGTTGGTCATTGCTGTAAG 
AGTGTATGCGGCGAGGAAGTTGAGGCACAGAACTCCTGGTTCTGTAGCTGATCTCGTT GACGCGGGCAG 
CTGAGGTCTGATAGAAGAGGCATCTCGAGGCCTCTCAAGTATGAAGACCCGTTCAATAATCCGATGGTGA 
AGGTTGGGAAGAGCAATTCGACTGTTGAAATGTGTGGAAAGGTTTATCGTTG CCCGGTTACTCTGAC 
GGAAGAGGACCAAGCCATCCATCAAAAAAGGAGGTCACGGGCGTACCAGTGG AG GCCGACTGTGTTC 
CTTAAAGAAGGGGAATCGGTACCTGCTGATGTTGATCCTGATACAATTCGGTGGATTCCTGCTAATCATC 
CTTTTGCAACGACAGCTAGTGACATTGATGAAGACTTAGCACAGAATAATGTT TCAAAAGCATGGTGT 
TCCATTTCGTATTAAAGCTGAGCATGAGGCAATGCAGAGAAAGCTTGAAGCACT CAAAGTGAGCAAAAA 
CTC 
 
>1078-94-(6-2-06)_D10 
TGCTACACCATTCTAATCTGGTCACCTTGATTGGCTATTGTACTGATGGAGCA AGACTTTTGGTTTA 
TGAGTACATGTCAATGGGTAGCTTGGAAGATCATCTCTTTGATCTGGACCCTGG AAAGACCCTCTGAGT 
TGGAGTACTCGAATAAAGATTGCTGTTGGTGCAGCTCGGGGCCTTGAGTATCTCCACAACAAAGCAAATC 
CCCCTGTTATTTACCGTGACTTGAAATCTGCAAATATTTTGCTGGACAATGT CAATCCGAAGCTGTC 
AGACTTTGGGCTTGCCAAACTTGGACCTGTTGGTGATCATACTCATGTTTCAACTAGAGTAATGGGAACT 
TATGGTTATTGTGCACCAGAGTATGCCATGAGTGGCAAATTGACCCTTAAAT GATATCTATAGCTTTG 
GTGTGGTTCTTTTGGAGTTGATCACCGGCCGGAGGGCAATAGACGCCACTAAGAAGCCAGGAGAGCAGAA 
CCTTGTTACTTGGTCTCGTTCATTTTTAAAGGACCGAAGAAAATTTGTTCAACTAGTAGATCCTTTGTTG 
CAAGGGCGCTTCCCTCTTCGTTGTTTGCATCATGCAATTGCTATTACTGCCTGTGTATTCAGGAGCAGC 
CAACTTTCCGCCCTCTTATTGGTGATATTGTCGTG 
 
>1079-94-(6-2-06)_E10 
TTTCTGCAATATTGTGCGCACGCACACCACCGTTTATCGGTACGGCCTCTAAATC AGAGAGAACACCAG 
AACCAGAACGAGAGATGGAAAGAGCCGATCCTTCGTTTTTCCAATTCCCACACAAAC GAGAACAAAGGT 
TTGATGTGAGCAACATGAGCTGTTTATAATTAACCTGGAGGAGAAATCTTTGAGGCTAAGTTTCATGGCA 
TAGTGGTTCTTTCACAGGAGAATGTCCAACTCTGAAATTGTAGCAGTTAATC CT ATCTAATCAGACC 
TTTTTCTTCCGTCATGATGTGGAAATTTGCCTCAAATGCCATTGCAAGTATTG GCTGAAGAAAAACTCA 
GGGAAAAACTTAGTAGAGTCAAGTGGAGCTTCTCAAGACTGCTCAGATGATGA GTG GTTCGAATGCTA 
GCCGAGACGAAGGACTGGAATGCCCAATATGCTGGGAATCTTTCAACATTGTTGAGAATGTGCCCTATGT 
CTTATGGTGTGGTCACACACTCTGCAAAAATTGTGTCCTAGGGCTTCAATTGGCTG CTTGAAATTCCCT 
ACTCAACAAATTAAGATTCCATACTTCGTTTCCTGTCCATGGTGCCACTTGATG CATTCCGGCTGGTTT 
GCAATGGAAATTTAAAGTTCCCTCGGAAGAACTTCTTTCTTCTATGGATGGTTGA AGCTTGAATGGTGA 
TCGGTCAAAGTCTGCTTTTTCCGGTTCAGAAAATCAATCAATGTGGTCTCCAAGATGCAATTCTGCTCTT 
GGAAATCAAGCAACCAATGGTAACCCTAGAAAGGCCCCTCCTCCTTGCCCTGGA ATCTGGGGTCTGGCA 
ATGATAATGG 
 
>1080-94-(6-2-06)_F10 
AAGATGTAGCAGAAGGATCATCAAGATCATCTTCTGCTTCTGTTGCTGGAGGTGGTAGTGGTAG 
CGGTAGCGGTGATCTGCATAATCATCAGCAACAACAGGCACCTCCACTTAGCGC TGAGTCACAGAAG 
AGGCGCGACTGGAACACGTTTGGTCAGTACCTGAGGAACCAAAGGCCTCCAGTGGCACTTTCACAGTGCA 
317 
 
 
ACTCCAATCATGTGCTTGATTTTCTGCGCTACTTAGATCAGTTTGGAAAGACT GTGCACTTACAAGG 
GTGTGTGTTTTTTGGTCAGCCTGAGCCTCCAGGGCCTTGCACTTGCCCACTCAGACAAGCATGGGGTAGC 
CTTGATGCACTCATCGGTCGCCTTAGAGCTGCTTTTGAAGAAAATGGTGGCTTACCTGAGGCCAACCCAT 
TTGCAAGTGGTACTATCCGAGTTTACTTGCGTGATGTAAGGGACTCCCAAGCTAAGGCTCGAGGAATTCC 
TTATAAGAAGAAAAAGAAGAAGAGAAATCCAATATTGAAGCCCAGCAACCATGATGATAATTCCAACTTT 
CCTATGCAGTAGTCATCTCTATCTGGGTCGCTAAATAATTAATTCCCAGGTAT AACTCTCCACCATGT 
TTTGAAGCTCTACTGAACTGGAGATTATAACTCTATTCAAGTCTTCCTTGGATCAA TCGTTTGATGTTT 
TTATATAGCTCAAGCACTGTATTTATTGTTTGAATGACAATTATAGCTAGCA GAAGTTGGTGAAGAAAA 
ACTGAATGAGCTGGGTAAGTTCCTATCTTTTATCCACGTTTTTTTGTAGGTTAATCGGTACATTTTCAAT 
GTAGTAAACTTTATACCATGAACTAGCTATCTCCCAAGTTTATGTTTATTGATGCATATATATGCCATCC 
 
>1081-94-(6-2-06)_G10 
TTGAAGATGAAGAAAGGCCCACTGCTCCTATTGATGAGGAGAAAAAGGAGAGT G CTGAACTTCTTGC 
CCTTCCTCCACATGGGTCTGAAGTTTTCATTGGTGGACTTCCTCGAGATGCCCGG AAGAAGACTTGAGG 
GATCTCTGTGAGCCAATAGGCGAAGTTCTCGAGGTAAGATTGATGAAAGATA GGATACTGGTGATGCCA 
AGGGTTATGCTTTCATAGCATTTAAAACAAAAGAGGTTGCACAAAAGGCCATTGAAGAGATACATAGCAA 
AGAATTCAAGGGTAAAACCTTAAGGTGTTCACTGTCCGAAACTAAGCACAGATT TTTGTTGGTAATGTT 
CCAAAGAGCTGGACAGAGGATGAGTTTAGAAAAGTCATTGAGGAGGTTGGTCCGG ACTTGACAGCATTG 
AGCTTATAAAGGATCCTCAAAATCCAAACAGAAATCGTGGCTTTGCTTTTGTTTTGTATTACAATAATGC 
TTGTGCCGATTATTCAAGGCAGAAAATGTCAAGTGTGAATTTCAAGTTGGATGGCA TACCCCAACTGTC 
ACCTGGGCTGATCCAAAGAGTACGCCTGATCATGCTGCTGCTTCTCAGGTTAAG C CTTTATGTGAAAA 
ACATTCCGGAGAACACTAGTACTGAAAAATTGAAGGAACTATTTCAGCGCCTG AGAAGTAACGAAAGT 
CGTTATGCCACCTGGCAAAGCTAGTGGCAAACGAGATTTTGGATTTATCCAG TGAAAGATCAAGT 
GCATTGAAGGCTGTTAAAGATACAGAGAAATATGAAATTGATGGCCAAGTGTTGGAGGTTGTACTTGCTA 
AACCTCAGACTGATAAAAAGTTTGAAGGTTCTTATCCCCATAATGCTGGGCCAT 
 
>1082-94-(6-2-06)_H10 
AAATCCCTAATAAACCACTATTCACCTCCAAAGTTCTCTTCTAAAACCCCAAACACCATAACCCGCATCA 
CCGCCATCCCATTTTCCCACTCTCCAAAACCACGCTCTCTCTCCATCAAAAA TCCGCCAATGAATCAAA 
CTCGCTCTCGCCCAAGCCGGGTCAGTTCCGAGTCGACATTCTCTCTGAAGCGCTGCC TTCATCCAGAAA 
TTCCGAGGCAAGACCATCGTCGTCAAGTACGGCGGCGCCGCCATGAAATCCCA GC TCCAAGCCTCCG 
TCGTCAACGACCTCGTCCTCCTCGCCTGCGTCGGCCTCCGCCCCGTCCTCGTCCATGGCGGCGGCCCCGA 
GATCAACCTCTGGCTCAAACGCCTCAACATCGAGGCAGTCTTCCGTGACGGCCTC TGTCACCGATTCC 
CAAACCATGGAGATCGTCTCCATGGTCTTAGTAGGTAAAGTCAACAAACATTT GTC CTTTGATCAACA 
AAGCCGGCGCCATTGCCGTCGGCCTCTCTGGAATGGATGGGCAGCTTCTCACGGCTCGGCCGGCTTCCAA 
TTCCGCCCAATTGGGGTTCGTCGGCGAGGTCGCCCGGGTCGACCCTACCGTT TGAG CCGCATATCGAG 
AATGGGCATATTCCGGTAGTGACGTCAGTGGCTGCCGACGAGTCTGGGCAGCCTTAT ATATAAATGCAG 
ACACGGTGGCGGGAGAGTTGGCGGCGGCATTGGGGGCGGAGAAGCTGATTTT TT C GACGTGGCGGG 
GATTTTGGAGGACCGAGAGGATCCAAGTAGTTTGGTAAAGGAGATTAATATAGGGAGGTGAAGAAGATG 
ATTGAGAATGGGAAGGTGAGTGGTGGGATGAT 
 
>1083-94-(6-2-06)_A11 
TTGTCTCAAACTCGAACTCCAACTCGAACTCAAAGGCAATTCAGAAACACATGGTG AGCAGAACATTGA 
GAAGCTGACGAAGACAGCAACGATCGAGGAACAGCGAAGTGAGTCGAATTCAAGT CAAAGGTGTGCGG 
AAGCGAAAGTGGGGGAAGTATGTGTCGGAAATTCGGCTTCCCAACAGTCGGG AG ATTTGGTTGGGTT 
CCTACGATTCTGCAGAGAAGGCAGCGCGTGCTTTCGACGCGGCCCTCTTCTG TGCGTGGCCGCGCTGC 
CAAGTTCAATTTTCCTAATAACCCACCTGAAATCCCCGGCGGAAGGTCGCTCAAGGCGGCGGAGATTCAG 
GCCGCGGCGGCCAAGTTCGCCAATTCGGAGTCGTCGAAGCCTCCCAAAAGTGAG GCAATTCGGGTCATC 
ACTTGGAGATGATGAATAATACTAATAATTATAATAATAACAACAATTCGTC TC TCATTTACACCGTC 
TCCCTCGGTGTCGGAAGCGACTGTGGAGACTGTTCAGATAGACAGTGATTCGATTTCGACCAACAATTTA 
GATGGGTCGTTCTTGGATTTGGATTTAGATTTGGATTTTTTAAAGACGATGGGGTCGAGTAATTACGGGT 
CGGATTATGGGATATTTCCGGGCTTTGATGATCTTACAAATGGGTTATTTTC CAGCCCTTGCCTAATGT 
GGATTATGGAGAAGAAAATCTTGATGGGATTTTTTCTCAGGAATCATATAAT CATTCCTGTGGAATTTC 
TAGAGGATCGCTCTCGGGTGGTTCAGTGACCCGGACAGTTTTAGTTCCCGGAGTTACTGAAGCTAATTTT 
CTACCCGGATGTGGAATTTGGATATGGATGG 
 
>1084-94-(6-2-06)_B11 
318 
 
 
AAAATTTTCAATCCTTGAAATAAAGGCCAAAATTAAAATACAAAAGGGAAACTCATTTTTGTTCATGCT 
CCACAATCAGAAAATTCTCTCAAAATCGGAGCTCATCTCAGAAAATTCTCTCAAAA CGATTTGAGCTCA 
TCTCAGGAAACTCAAAGATCGGAGCACATCTTATCTCCGACGGGTTAATTTGCGG GGTCAGCTATCTCA 
TCTCCGACGACAAGCGAGCCATTGATCGACTGAGCACTCTTCGCCACCCCATTTT TG TTACAGGTCTG 
TCTTTCTCTGTTTGTTTCCCGAGAAATTATGGAAATTACATAGCAGAACTATCCATACAAGTTTTGGTAT 
TCTCTCTGTCCATCGGTAGATATTTCTCTTCCTCACCATCGGTATAATTTGGGGGCTAGGATTTGGATTA 
CATTTCCTTTGGTATAATTTGGGGGCTAGGGTTTGGATTCATCTCTCTTGGCG TGTTTCTCAGCTCC 
GATTAGTGTGACAATTACTCGTTCACGGATAGAAACTTCAATTCCTTGGAAA ATGGACCTGCTATTGCT 
GGTTATGAGTCGGATCTGAATAAGTTCTTTGAGAATGTGTTACAGAAAGAAC A CAACTTGCTGAGGC 
CGAGGGAGTTGGTGCACTGGCATCAATTGCAAATCCTCGTAGAACTGCCAAAAA TTGAGGACACCCATA 
ATGGCTGAAATGTTCAATTGTACTAGCTGATAACTTCTTGCTTTGAAGATGAT AAAAAATAAAATGT 
ATCAAAGCTTTTAACTCTTGGACAAATTTGGTCTTTGTACAAAGTGTGGTTGTT ATATCTTTTCTCTTA 
AACAATAATTGACATATGGCAGTTTG 
 
>1085-94-(6-2-06)_C11 
ATGGTGATTACTGATGCTGGAGCTATAAAGTCACTCGTTTATGTGCTCAAGACTGG ACAGAGACTTCGA 
AGCAGAACGCTGCGTGTGCGTTGCTGAGCTTGGCTTTGGTGGAGGAGAACAA TT ATTGGGGCTTG 
TGGGGCCATCCCGCCTTTGGTTTCGTTGCTGCTGAATGGGTCCAATAGAGGGA AAGATGCTTTGACG 
ACGATGTACAAGCTTTGTTCGATAAAGCCGAATAAGGAGAGGGCTGTGAGTGCC GTGCGGTGAAGCCAC 
TGGTGGCTCTTGTGGCGGAGCAGGGGTCGGGGATGGCGGAGAAGGCGATGGT T C AGTAGCTTGGC 
TGGGGTTGAGGAAGGGAAGGAGGCAATTGTGGAGGAAGGCGGGATTGCGGTGCTGGTGGAGGCTATTGAG 
GATGGGACTGTGAAGGGGAAGGAGTTTGCGGTGGTGACTTTGTTGCAGCTGT TGC GACAGTGTGAGGA 
ATAGAGGGTTGCTGGTGAGAGAAGGGGCTATTCCTCCGCTGGTCGCGCTTTCT AGACGGGGAGTGTTAG 
AGCTAAGCACAAGGCTGAAACTCTTCTTGGGTATTTAAGAGAACCAAGACAAGAGGCATCCGCTTCAAGT 
CCAGAGACAAGAATGTAAGTTTACTCTTTGGCTACAGCATGAAGTTTGCTGTTGATGTATATATATGGAG 
TGCTTTTTGATGGTTTGTACAGTGTGGTTGAGAATTTTGGGAGAAAGTTTGTACAA GAAGAAAGTTAGG 
GAAGCTAGTGATCAAGCGACTGACTTTTAGATAGATGATTATAACTAGGTAT GG 
 
>1086-94-(6-2-06)_D11 
TAAAAGTTTTACTTCTTCCGTGGAGATGGGGGATGAAGTATTTCTGGGATACACTTTTGGATGCAGACTT 
AGAAAGTGACATCCTTGGTTGGCAATATATCTCAGGGAGCTTGCCAGATGGTCATGA CTTCAGCGACTG 
GACAGCCCAGAGATTCAAGGCTTCAAATTCGATCCGGAGGGTGAATACGTGAGG A TGGATGCCTGAGC 
TAGCACGGATGCCAACTGAGTGGATTCATCACCCTTGGGATGCACCCCTTTTGTGC CAAAGCTTCAGG 
GGTAGAGTTGGGATTTAACTATCCAAAACCTATAATTGAGATAGATTTGGCCAGA AACGTTTGATTGAA 
GCTATTTTCAAGATGTGGGAAATGGATGCAGCTAGTAGGGATGCAAACTCAG TG TGAATGAAGTTG 
TTGTTGACAATTCTGATGATACTAAAAATTTGGCTATTGCAAAAGTCGTTGAAAATTCGGGTGGTACTGA 
AAATTCTTCCATTCCAAAGGTTCTCTTAAAGGAAAGGATTCCGTGTCCTACAT T ATCAAATGATCAG 
AAGGTGCCCACAGTTCAAAATTCTAAGCATTATCCATTCTATAGGGAGAGATCTAAATATATGGAAGGGG 
AAAAGCCACTCCAAGATGATTTGCATAAGCATAACAATGAAGCAGGGACATCAAGAACAGATGAAGACTT 
ACGCTCTACGGCTGAATCTTCGTCGACTAAGAAGCAGACCACCAGCAGAAACACCTTTTCTGTTCCTCAG 
TTGTCTTATTCATCAGAAGACAAGTTTTTTCCAGTGTATGACTCTTCTGACTTAAAGCAGCCATGGCAAG 
AACAGATTAACATGCAGCAGAGTTCAACCAAAGATGGAACTTTTGGAGGTTCATGGCTTTCTCATTCATA 
AATTC 
 
>1087-94-(6-2-06)_E11 
GAACACAAACCCTAACCCTAATCCAGCTGCCAAGAAGAAGAGAAATCTACCGGAACACCAGATCCAGAT 
GCTGAGGTTATTGCTCTTTCACCCAAGACTCTCATGGCGACAAACCGATTCGTCTGTGAAATATGCAATA 
AAGGGTTCCAAAGAGATCAGAATCTGCAGCTTCATCGAAGGGGTCACAATCTTCC TGGAAGCTGAGGCA 
AAGGACCAACAAAGAAGTCCGAAAAAAGGTCTATATTTGTCCAGAAAAGACTTGT T CACCATGACCCG 
TCCAGAGCTCTCGGAGACCTCACTGGGATAAAGAAACATTTTAGCAGGAAAC GCGAGAAGAAATGGA 
AGTGCGAGAAGTGTTCAAAGAAATACGCAGTCCAATCTGACTGGAAAGCTCTTCTAAGACTTGTGGAAC 
TCGAGAGTACAAGTGTGACTGTGGAACCCTTTTTTCCAGGAAAGATAGCTTCATTACCCACAGAGCCTTT 
TGTGATGCTTTAGCTGATGAGAGTGCTAGGCTCACTTCGCTTGCAGCCGCTATAATCTAAATTTCGGAA 
ATGATTCAATGAATGAGACTGTGATTAATCCTCAACCTGGTTTGCCACTTGG GCTTCCCAATTTGGCTC 
AGGTTTTCGACCAGAGCTTAGTGGCATGGCTATTAATGGTAACTCTCTTGGTGTAGATCAGCAAAAGCCC 
AGATTGTCATTGTGGCTTAACCACGGCAAATTCTCAGCTTAATCCCACTGATGATGGCTAATTCTCAT 
CTCTACGCATCATCAAGTTCTACAGCTTTTCCTGAAATGGTGCAAGCAGTGT TGGTAATCTCTTTGGTT 
319 
 
 
CATCTTCTATGCC 
 
>1088-94-(6-2-06)_F11 
TAGCAGAAAAGTCGACCATGGCGAACGGTGATATTCCTGAAGATGCCAATGAG T CCCTGGTACTCA 
ATCAGAGTCCGCAGGAAAATCTGACGCTTGCGAAGGTTGTCCTAATCAAGAG TT TGCTACTGCCCCA 
AAAGGCCCTGACCCAGACTTGGTTGTTATTGCAGAAAGGATGGCTAATGTTA GCA AAGATACTTGTTT 
TATCAGGGAAGGGTGGAGTTGGCAAGAGCACATTCTCTGCCCAACTTTCATTCGC C GGCAGCTATGAA 
CCTCCAGATAGGTCTGCTTGACATTGACATTTGTGGCCCGAGCATCCCAAAGATGCTTGGCCTAGAAGGT 
CAAGAAATCCACCAGAGCAACCTCGGCTGGTCTCCTGTCTATGTTGATGATAATCTTGGGGTCATGTCAA 
TTGGATTCATGATTCCTGATCCTGATGAAGCTGTTATATGGAGGGGCCCTCGCAAGAATGGGCTCATCAA 
GAATTTCCTGAAGGAAGTGTACTGGAATGAACTTGATTTTTTGGTTGTTGAC CCTCCCGGGACCTCA 
GATGAGCACATCTCAATTGTTCAATGCCTTGGGGCTACTGGAATAGATGGTGCAATTATTGTCACCACTC 
CGCAGCAAGTCTCCTTGATTGATGTGCGAAAAGAAATCAATTTCTGCAAAAAAGTTGGAGTTAAGGTTCT 
TGGGGTTGTTGAGAATATGAGCGGCTTGTGCCAGCCACTGATGGATTTCAAGTTTATGAGGATGACAGAG 
ACAGGTGAACATATAGATGTTTCGGAGCGGGTTAGGGAATATCTTAGAGAGA AGC CCAGAACTTCAAA 
ATTTGATTGCTTGCAGTGAAGTGTTTGATAG 
 
>1089-94-(6-2-06)_G11 
AGAAGAAGAAGAAGACGAACGCAACAAACAATGGATCCCAAGCTCACAGAGATCTCTCAGCTCTTCGAAC 
GCTTCAAAGCCGCGTTCTTAAGGAACGACTTCGATACCTGCACTAGACTTCTCT ACAACTCAAGGTCTC 
GCTGACACAATTCAGAAGCCTACCGCCATTGTTCGAAGCAACGCCCAATGCAATTGATGAATTGAATTTA 
GCAAGGGATATATACGAGCATGCCGTTGTTCTCAGTGTGAAGACAGAGGACCA ATGCATTTGAGAGGG 
ATTTCTTTCAGTTGAAGCCTTATTACACAGATGCTGGCAACCATCTTCCACCAT C CTCAGGAGCATCC 
AATCTTAGGACTCAACCTGTTGAGGCTCCTTGTTCAGAATAGAATAGCCGATTCCATACTGAACTTGAA 
CTTCTTTCCTCTGCTGCTATGGAGAATCCTTGCATTAAACATGCAGTGGAGT CAGTCCTTTATGG 
AAGGGGCTTACAACCGTGTGTTGAGTGCTCGACAGACAGTGCCACATGAGACTTACGTCTACTTCATGGA 
TCTTCTGGCGAAGACAGTCAGAGATGAAATATCTGGCTGTAGTGAAAAGGCTT T ATTTCCTTGCAATT 
AGTGATGCGCAGAAAATGTTGTTGTTCTCTTCTGAACAAGAACTATTGGAGACATTAAGGAGGAGCATT 
CTGAGTGGGAGATAAAGAATGGTTTCGTTTATCTCCAGAAGGCAAAAGAATCT C CCATGCAAGGAAAT 
ACCTTCTCTGCAATTGATCAACCAGACACTCAGTTATGCGAGAGAGTTGGAGCG ATTGTG 
 
>1090-94-(6-2-06)_H11 
TAACAGCAGCACAGGCGATCTACCAGAGTCAACATGAAGGACTGGCAAAAACAAAAG AGTTCTTGATAC 
TGTGATGAATATTTATATCAAGACTATGACTGAAGATGATGACAAGGAAGTT TC CTCAAGCTTGTATG 
AGCATAGCTGATATCATCAAGGAATATGGATACGTGGCCATTGAGCAATATGTGCCTCGGCTTGTTGATG 
CTACTTTGGTATTGCTCCGGGAAGAATCTTGTTGTCAGCAAGAAGAATCTGACGG ACATTGATGATGA 
TGATACCAAACATGATGAAGAGCTTATGGATGCAGTTTCTGATCTTCTTCCCGCATTTGCCAAGTCCATG 
GGTTCTCATTTTGCACCTATCTTTGCAAAGCTATTCGATCCTTTAATGAAATTTGCAAGAGCTTCACGCC 
CTCTGCAGGATCGTACTATGGTGGTTGCTTGCCTCGCTGAAGTAGCTCAGGATATG TCCTCCAATTGC 
TGGCTATGTCGATCGAGTGATGCCCATAGTACTAAAAGAACTAGCTTCATCTGAGG AACTAATAGAAGG 
AATGCTGCATTTTGTGTTGGAGAGCTGTGCAAAAATGGGGGCGAGTCAACTTTAAAATACTATGGTGATA 
TATTGCGTGGACTTTTCCCATTATTTGGGGAATCAGAACCAGACAATGCTGTCAGG ATAATGCAGCTGG 
CGCTGTGGCAAGGATGATAATGGTTTATCCTGAGTCCATCCCATTAAACCAGGTTCTTCCCGTCTTCCTA 
AAAGCTCTCCCCTTAAAAGAAGATCATGAAGAGTCCATGGCAGTCTATAGTTGTGTATCTACTCTTGTTT 
TATCATCAAATCCCCAGATCCTTACTCTAGTTCCTGA 
 
>1092-94-(6-2-06)_B12 
CTCCTTGATCTCTGTGAAAATTAGTGATCGAGAAATCTTGGAGCTCCTTGGTTTCTTTCGTATTGCGACT 
GCTTTAGAAGAGTTTTGTGGGGGTTCCTTCAATGAGCAACCAGAAGATTACTC GCTGTGTCATTACCTC 
CAAAGTTATGCCGTTTGGGTCTATCATACATGGGGAA 
 
>1094-94-(6-2-06)_D12 
ACACACCTCAATACAACCCACTTTCTTTCTCCATAATACAATCAACCTTTTCCAC TCCATTGTGCTATA 
CACTCAAAACACAACCAAACGCATCTCTCTCCTTCCTTTCTCTACCATGAAACA CAAGAAATCTCTCTC 
CAAAGAACCACAAGCACAGCCAGAAGCACCAGAAGAATCCTCCCTTCAAATTCAGGCCACACTCGCTCCA 
TCTCCGACGACAACAACACCACCAACATTTCTCAAAACCTCTTAATCCCAAAA CTATTCCCCACTAGT 
TAACAATTCCCTCTCTTCAACCACAAAAACCAAAACCCTCTCTTCCTTCCTTCGCTCTCTCCTCAACTTC 
320 
 
 
TTTTCCTTCCCTTCCGTCCTCCCTTCTTGCAAATGGCTCTCTTTCCCTACAAACCTGTCCTTCAACCCTT 
CCTCAGGCCGAAAAGTCACCGGAACCCTCTTCGGCCTTCGCCGAGGCCATGTCA T CGCTGTCCAGCT 
CGACCCTCGCTCTGAACCCCTTCTCCTTCTCGAACTCGCCATGTCAACCTCTTCT GTCAAAGAAATG 
TCCTCTGGTCTCGTCCGCATTGCCCTTGAATGTGACAAAGTTAATGTTACTTT ATAATAGGAAGCTTT 
TCCAGGAACCAACGTGGACGATGTACTGTAATGGGAGGAAGTGCGGGTACGCGGTGTCGCGCGCGTGCGG 
GGAGTTCGACTGGCACGTGTTGAGCACCGTGCA 
 
>1096-94-(6-2-06)_F12 
ATATCAGGATTTGTATCGGTGAATTCGGATGGCAGCTGGGTTTGTGAAGGCGGTAGTAAGCACAAAGCCG 
AACGGTTTCCCGATCCTGTGGCAAAGACTAAAAAACAAGCTTCAATTCTTGAATCGTATCTTGAACAGAG 
AGGAGTTGCTCTGCCAGAAGGATATTTTTCTTGTAAAGTTGTACTGCCTAAT A ATTTTGGGGCTTT 
TTAGTTTTGGGTGGCCCTTTTCCATCTGAAGTCATTACCTATGACGAATGGTGAAACTGAAACCAGAAC 
CAAAGAGCATGTTTTCTGGTTGGATTAAAGGTGCCTTTCGTGGTGGAAAGAAAGAGATGCAAGAATCGAT 
ACATCAGAAGCTAAATTTCACCCTTAGCACAGCTCCAATGTGTGATAGGCTGGA TAAAGGAAATAAA 
TATGTCCTTGGGGAATTTCTGGATTTCAAGGGGAAACAAGAAGACATCAATGCTTTGAAAAATATCAGAA 
GATCAAAAGTTAGTCGCCTGATCATCCAAAAGACGAGCATGTTTGGATTAGCTCACTCAAAACTCCAAGT 
TCTGTATTCTCCTCGGGATTATCGGAGTGAAGGGGCTTCAGGTTCAGAGTGG AG AAGTTACTGTAAGA 
TCGAGTACTGAGGTTCTCTTTCAGCCAGATAATTCAACTGAAGTCCGAAAATTCAAGCTCTCTTCAGTTG 
TTTCTTTGACACTGAGTGCCTAAAGAAACCTCAACTGAACACATGTTAGCATCTGCAAGATGGAAAAG 
GTGAGTTTGTTATGTTACCTTTGAATTCCTTTGTTGTAGCATCTTAATTATTGGCTATGCTTTGCGGGTA 
TATTGTATATATTGTAGTGGAGATTGAACTA 
 
>1097-94-(6-2-06)_G12 
AGGATAGTACCATTACAGATGAGGACATTGATAGAATAATTGCAAAAGGAGAG CGACTGCTGAACT 
TGATGCCAAGATGAAGAAATTTACAGAAGATGCAATCAAATTTAAAATGGATGACACTGCTGAATTGTAT 
GACTTTGATGATGAGAAGGACGAGAACAAGGTCGATTTTAAGAAACTTGTTGTGATAACTGGATTGAAC 
CACCAAAGAGAGAGCGGAAACGAAATTACTCAGAATCTGAATACTTTAAGCAAACAATGCGCCAAGGTGG 
TCCGGCAAAACCGAAAGAGCCTCGGATTCCTCGGATGCCTCAATTGCATGATTCCAGTTCTTTAACACT 
CAAAGGCTGAGTGAGCTGTATGAAAAGGAAGTGCGCTATCTGATGCAAACACATC A AGAATCAGCTGA 
AAGACACAATAGATGTGGACGAACCTGAAGATGTAGGAGACCCATTGACTGC AGAGCTCGAAGAAAA 
GGAGCGGCTATTAGAAGATGGATTTTCTTCATGGAGTAGAAGAGATTTCAATAC TTCATCAGGGCTTGT 
GAGAAGTATGGCCGAAATGACATAAAAAGTATTGCTTCTGAAATGGAAGGGAAAAC AGGAGGAAGTTG 
AAAGATACGCAAAGGTCTTTAAAGAAAGATACAAAGAGTTAAATGATTATGAGGATCATTAAGAATAT 
CGAAAGGGGGGAGGCTAGAATTTCGCGGAAGGACGAGATCATGAAAGCTATTGG AAGAAGTTGGACCGG 
TACAAGAATCCATGGCTGGAACTCAAGATTCAGTATGGTCAGAACAAAGGGAAGTT TACAATGAAGAAT 
GTGATCGTTTCATGATATGCATGG 
 
>1101-94-(6-9-06)_A07 
GGTGATTTCTATAGATCAAGATTAGGCTGTATATTTATTCCACACATTGATTTTCTCATTCCAAATAAAT 
TTAATATGGTGGAACAAAAATCTATTTTGTTTTCAGTGCAGCCAAAAATGCTTCTAGAGTTGATGAAAGT 
GTCAAGTGCCAAAGTTCTTATCTTGAAACAACTCAAAATTAGAGGTTTAATAGATTAATGGTAGATCTAA 
AGAATCCAGTGCCAAAGTCTGAAAGTGCACTTGATTCTTAGATTTACCATTTAATCCAGGTTGTGTTTCC 
AAAGCTGAATGTAATAGATTAATATTTGATCTCAATCACTAGTATTTATGTTGTAATTAATTTGTTTAA 
GCTAAGATGCAGAATGTCTGATGTAATAATGAAATTACGTTGAAATAATTTCCT GTATTAAAAGTGA 
AATTATCCAGGACTTATTATATATGTTTGTGCTGTTTCTGCAAGTTTTTATTCATATGGTGGGTGGA 
ACTTTCACTTGATACAGTTCTACTGGACTTCCCATAATTTCATTTTGTTGTTCA ATATTACAGTCATT 
TTGTAATGTATAATGAATGCAATTGTCTGCACTTGATTATTAGCTGAAATTC TTAACGGTTTCCAATGG 
GAAATTATTGCAGCCTCTGAGTTTGCTCCTGATCTCACCATCATATCAGCAGGGTTTGATGCAGCAAGGG 
GTGATCCCTTAGGATGCTGTGATGTTACTCCTGCAGGCTATGCACAGATGATC AATGTTGACTGCCCT 
TTCTGGTGGAAAGTTGCTTGTTATTCTTGAGGGGGGCTATAATCTACGTTCTATA CGTCTTCTGCTACT 
GCAGTCATTAAAGGTATTGCTGGGTGAAAGTCCTGAATGCGGTTTGGATATTT CC TCCAAAGCTGGT 
GTGCAAACCGTTCTGG 
 
>1102-94-(6-9-06)_B07 
CTTCTCTTTCTAATGCTCTGAAAGAGCTGGAAAGTGAGAGAAAATCAAGGATATTGTTAGAAGACCTCTG 
TGATGAGTTTGCTGCGGGAATTAAAGACTATGAACAAGAGGTGCATGCTTTGAAACAGAAATCTGACAAG 
GATTGGTCTGGAGGGGCTGACCGTGATCGTTTGATTCTCCATATATCTGAATCA GCTTGATGAACGGA 
321 
 
 
TGCAGATGCAGTTAGAAGAAGCTCAGTGTGGCTTTGCAGGAAAGAACTCAATGG GG CAAGTTAAGCCT 
TGAAATAGAAACTTTCCTTCAAACTAAACGCATGGATAACTCTAAGAATACAGATAATCAATTGCTGAGG 
GATCGGCGCAAGTCACTTGAATCTGTCCCTTTGAATGAGGCTCTGAGTGCACCTCAGGACATGGGGGATG 
AAGAAGATTCTGTAGGCAGTGATTCACATTGTTTTGAGCTGAAAAAACCAAGCAAC ATGACTTCAAATC 
ACACATGGATGAAGCTCTGGACAATCATATTGATGAAGCAGTGAAATCAAATGACATGAAGAAAAAACTT 
GTCTCTCATGAACGAGTAAAAAGTCGTACTCCCTCAAACTTGCAAGTTAAGTTTGAAGAACAGATGTCTT 
GGGCTATGTCATGTAATGGAAATAAGAAGTCCCAGGTAGTGGAAACTGAACGG T AAACTACAGAGGG 
GAAGCCAATTGATATAAGCACATTCCAAATGTCTGGACAATGTGAAGCCAATGAAGACAGCAGTTACCAA 
AACAGGAGTAAACATAATGAAATCCATGGGTCGAATTCAAGCCACATGGTCGATA CCTAATAAGGAGTC 
AATTCTCATTGTCAGATGGTGTGAACATAAATCCTGATAGTAATTTTGGTGAGG 
 
>1104-94-(6-9-06)_D07 
GTAAGGAGAAATAGTAGGGCACTTGTGGAGCTTCTTTTGAGATATCAAATCT AGATAAATTAATATCTG 
AAAACAAGTCACAGGTTGATGGAGGCAAAGGAAGATTCTTGTTTAGACCTGATGTTGTAGGCCCTTCAGG 
TTTGACACCACTTCACATTGCAGCCGGTAAAGATGGCTCTGAGAATGTATTGGATGCATTAACTGATGAT 
CCAAAAATGGTGGGAATTGAAGCGTGGAATAGTGCTCGTGACAGCACAGGTTCCACACCTGAAGATTATG 
CTCGCTTGCGTGGCCATTACTTGTACATACACCTGGTCCAGAAGAAAATTAT GAAATCTGCAGCTGA 
GCATGTGGTGCTTGACATTCACAGTGTTCTCTCAGACTGTAGTGTGAATAAAAAGC AAATAATGAGCTG 
ACCTCAACCTTTGAGATTAAAGGGACTGACTTGAAATGTATTCGGCAGCAGTGCAAGCTTTGTGATCGGA 
AACTGGCTTATAAAACGGGCAGCAGGTTTCTTGTGTACCGACCTGTGATGCTCTCAATGGTTGCCATTGC 
TGCAGTCTGTGTCTGTGTGGCCCTTCTGTTTAAAAGCTCACCTGAAGTTCTCTT GTGTTCCGCCCCTTC 
CGTTGGGAAGCATTGTCCTATGGTCCAATCTGAGGTGCTTTAACTCTGAAGCTGATAATATATGATAGGT 
GTTTGTAATTGTATGCATTTATAGACTGTAAAGTAGAGATTTCCTGTAGAACCCGTGCTTTGGGGGTGGG 
TTTTGGACTCAATAATATTGTTGACATACTTATTTAATGTTCAGTGTACTTCC TCAAGCTTATTTAGTG 
TTCACTGAAATAAGTGCATTCTACTACCCCTTTATCTCTCTGTGTCCCTGGGTTTCCTTTTG 
 
>1105-94-(6-9-06)_E07 
CTTCCATTGGACTCTATCCTTTGTTGATGAACCGGGTCCATAATTTTGAAAC C CTGTAAAATATGGTG 
TCTGGAGCTGATGTGCCTACCCATGGCAACCATCCACTGGAGTCAATGAGACTGCCC AACTGTTACCTA 
TATATACAGTTGTGGAGTAATTCTTCCAAGGCCTTCCAAGGTATGTTTGGCAGCTCAAGTTTGCATATCC 
ATATGGGAAAATGGTGCAATTCTGGATTGAGATTCCAGTGTTCTGATTTGGG CAAACTTGCCTTGTGCT 
GTGATGGTATTTTGCTGGCCAAGTAAAGGCTCTCTAGGCAGTATATTGCAGT TG AACACCACTGCTG 
AGTTTCCAAAGATGAAATCAACTGTCCCTGTGATATTGCATTCACTGTAGAAT GCCTGTTGGTATGTGC 
ATAGAGGCTGTCCTGAAATGCATCGATAAAACACCGGTAAAAGATGGAATGGTCCGAGTCTGACAATAAG 
GCCACTGCCTGATGCTTGATTGCACCTGCAATGTTCCTGAACCCCATGTCTATA CAATGAAGCCCTTGC 
CAGTTACAGCAAATGTTGCTGTTGAAAATGTTGGAGTCCCATCAATATTATTGAGGCTACCGTATACAAC 
TGTATCATTCATCCCATCACCAACCATCACAATGTTCCACTTGTTCTTATTGACC TTACGTTTTCATAA 
TACGACCCTTTCTTCACATAGATTACAAACCTGTTTGTGCTTTTATCTGGGACTGCAGTAAGGGCAGCAC 
TTATATTTTTGTACTGGCCGGAACCATCTTGTGCCACAATGATGTTGGCCTGCTT TCACATCCCAACT 
TTGAAGTA 
 
>1107-94-(6-9-06)_G07 
GATGTTGAGGAAATTGGTGCAGAGGCACGGTGCTCGGAACTGGTCGGTGATAA CAAGGCGATTTCCGGT 
CGGTCCGGGAAGTCCTGCCGGCTGCGTTGGTGTAATCAGCTCTCGCCGGAGGTGGA CACCGCGCTTTCT 
CGGCGGAGGAGGACAACCTCATCGTTCAGGCTCACGCTAAGTACGGTAACAA TGGGCCACCATAGCTAG 
GCTCCTCAATGGCCGTACGGACAACGCGATCAAGAACCACTGGAACTCCACGCTAAAGCGGAAGTTCTCG 
TCGATGAGCGACGACACCACCACCACCACCACCACAACAACTACCACCGCCG GAGTCACTGAATCGGC 
CGCGGAAGAAATCGAATCCGGGTACGGGCTCGGGTCTGTGTTGCAGTCCTAGCAGT CTTCCGGATCCGA 
TGTGAGCGATTCGGGTCACCCGGCGATCTCTACTGAGCACGTGACTCGACCTGTA CGAGAACTAGCGCG 
ATCTTTATTATGCCTTCCCATCAGGACGAGTCACCACCACCACCACCACCACCAGG GCACCGAGTCAGA 
ACAATATCAACATCAACATCAACAAAAACAATGAGCCGTCTACTCTGTTAACTC GGTCTGCCAGGGAC 
TAGTACTACTACAACTACTACTGAGTCGCAAACCGAGTTAACTAGTTGTGAC CG CGCCGACTCTCCGA 
GTCTTTGATGATAATGAAAACAATAATAAAAAATCACCGCCTTTGAAGAAGAAT GTGATCTTGTTTCGC 
CAGAGTTGTTGGCAGTGATGCAAGACATGATCAAGATTGAAATCAAGAATTACATGGCGGCTTTGCTCGG 
GAATTAGTTAAAACGGAGCGTTTTTGGTTTTGACCTTTGAAAAAAGAAAAATGAAATTGGATTTAGGAT 
AGTAGGCAAAACTGAAGAACACTTTTGTTC 
 
322 
 
 
>1108-94-(6-9-06)_H07 
GTACTGCGGGGTTTGCAGTATGCCAGCGGAGTACTGTGAATTCGGACCCGATTT GA AATGCAAGCCC 
TGGTTGATCCATAACGCCCCGGACCTTTACCCGGATCTCATCAAACAGTCGAT CGAAGGAAGCCGATA 
AAGTTACCGAACAGTTACAGTCCACTGGTATTTCTTCAGATGGAGCTACTCCTTCAGCAACAAAGCAAGA 
AGAAGTAAAACGTCTTCCTGGTGGAAAGATAAAGAAAAAAGAGAAGCAAGAA TCGTTATTGAAAAGGTT 
ATACGTAACAAGCGAAAATGCATCACCACTGTAAAAGGCCTGGAGCTTTTTG GTTAAACTTAGTGATG 
CTTCAAAGAAACTAGGGAAAAAGTTTGCTACAGGAGCCTCTGTTGTTAAGGGCCC ACTGAGAAAGAGCA 
GATAGATGTTCAAGGGGACATATCCTATGACATTGTTGAGTTCATTACAGAC CTGGCCTGATGTCCCA 
GATACTGCAATTTTCTTTATTGAAGATGGAAGAAAGGTTCCAGCTGCTTAACT G ATCGTGGCATATA 
AATAAAATGTCGTGTGGTACCTTCCGTCCTGCCTGTGTGACTCCTAACCAGACTTGCTGTATCTCAGAGA 
GTATAGAGGCGCTGGACTATACTAGTTAATGTTTTAAGGATCTATGGCCAGT AAAGTTTTTGCCTCTCT 
CTACAATCTCTTGTTACCTTTGTTGCCTAGAATAGTAAATGTCTTTGCAGTTTGAACTGCGTAATATATT 
AATGGATATCGGATTTGCTTTGCATAGA 
 
>1110-94-(6-9-06)_B08 
ACTCCTGGTAACGAAACTGACCTTGTTGCACTTCTCTGGAACCCTTCTATTCGC AATCCATATTCCTTC 
CGTGTCCTGGCGTTAAATTTTATCCTAGCCTTCATCCTATGCAGTATCTTGGGT CGGTTATGACCCCAT 
AACTGATGATTACAAATTAGTGAGACTTGTGTATCTTTATGATTTGTTTGATCAATATTCGGACGGAAAA 
AAATATTTTCCTGTGTCTGACTTTCAGATTTATACGCTTAGGACCGGTGCTT GCGCACTATTACCGGCC 
ATAGTTGTCAGATTATTGCAGACCAGAGCTTTTCAGTGTTTTTGAATGGGTCGATCCACTGGTTCGGGCA 
CACTCGAGAGCACAATGGCGATTTCCATAATGCTAATAGTGCGTCTCGCAATGT ATCTTGTCATTCGAT 
ATAGGGGATGAGGATTTTCATGAAATGGCCGTGCCTAAGAGTTTGGAAGAATGCAT GATTCAATATGA 
AGGTTGCGGTGCTTGATGGGTTGCTTGCGCTTGTCCCATATAGGGATCAAGCTTTTGGCGGGTTTTGCTC 
GGTGTGGGTGATGAAAGAGTATGGAGTAGCTGAAACTTGGACTAAACTATTT ATATCAATATTGGGAAT 
GTGCTAGGCTTTACAATGAATGGTGAAGTTCTAGTAACTAAGTCTGGGAAATTGCGTATTTACGATCCCA 
ATAGCCAAAGGACTTTGAATCCTCACATCCATGCCCAACCTGAGTCATTTTATT GATACTTATATGGA 
GAGTCTTGTTCTACTGAATGTGGAAGATGGAGTAGAGGAATCTTTAATTCCTCAGTTTGAATCTCTTTTC 
TATGGTCATTAACATCGGCATTTTGCAG 
 
>1111-94-(6-9-06)_C08 
TGAGTTAACTTAACTTGATTAAGATTACGTGTTTTTGATGTCATGTTAAATCCGAAAGTTAATGTGTA 
AACTTAATTACATATTTAATGTTGTGTAACAGGTACTCCCATGGGACCCAACT AC CGTCTGAGCATGC 
AGCAAGTGATCTCCAACGCCGTGAAGTCTGCCCCATTCCCCGTCGACCACAAGAACGGAATTTTCCTCAT 
CCTCACATCCCAAGACGTCACAGTCCAAGACTTTTGCAGAGCCGTTTGTGGCCACTACTTCACGTTT 
CCATCAATGGTAGGCTACACCATGCCATACGCTTGGATTGGAAACTCAGCAAAGCAATGTCCAGAAGTCT 
GTGCGTACCCATTTGCCATTCCTGGGTACATGGCTGGTGGCGGGCCCGGAGCT TTACACCGCCAAATGG 
TGATGTGGGTATTGATGGAATGATCAGTGTGATAGCTCATGAGTTGGCAGAGTTGTCTTCAAATCCATTG 
GTGAATGCTTGGTATGCTGGGGAGGACCCAACGGCACCAACTGAGATAGGGGAT T T TGAAGGGTTGT 
ATGGGAGTGGTGGGGGTGGTGGGTATATTGGACAAGTGATGAAAGGTAGGGT GGAT AGTTTTAATAT 
GAATGGGATTAAAAATAGGAGGTTTCTTGTG 
 
>1113-94-(6-9-06)_E08 
GTGGGACTGACAAGCCCTGGTTGGATTGGAGCTGATGTTTGCCATCTCAATCTC TAAAACATTTTGCA 
TTCCTCATGGAGGAGGTGGTCCTGGCATGGGTCCTATTGGTGTGAAGAAACACTTGG ACCATTTTTGCC 
ATCGCATCCTGTGGTACCCACTGGTGGAATACCTGCTCCTGACAAGTCTCACCCACTTGGTACCATTTCT 
GCTGCACCTTGGGGCTCTGCACTTATTTTGCCAATATCATACACATATATAGCC GATGGGGTCAAATG 
GTCTCACTGAAGCATCAAAAATAGCTATTCTGAATGCAAATTACATGGCAAA CGTTTGGAGAACTATTA 
CCCCATTCTTTTCCGTGGTGTCAATGGAACAGTTGCCCATGAATTCATTGTTGA TTAAGAGGCTTCAAG 
AATACTGCTGGGATAGAGCCTGAAGATATTGCCAAGCGTTTAATGGACTACGGATTT ACGGACCAACAA 
TGTCATGGCCAGTTCCAGGCACACTTATGATTGAACCCACTGAAAGTGAAAGCAAGGCCGAGTTAGACAG 
GTTTTGTGATGCTCTTATTTCCATTAGAGAAGAAATTGCTCAGATTGAGAATGGAAAAGCAGACGTCCAC 
AACAATGTCCTGAAGGGAGCTCCTCATCCACCATCCCTGCTCATGGGAGATCAT GACAAAACCATATT 
CTCGGGAATATGCAGCCTTCCCAGCTGCTTGGCTTCGTGTTGCGAAGTTCTGGCC ACTACAGGGCGTGT 
GGATAACGTGTATGGTGACCGCAACCTTGTCTGCACCCTTCTCCCAGCATCACATG TGTTGAAGAACAA 
GCGGCAGCCACTGCCTAGTCCTCCTCATCATG 
 
>1115-94-(6-9-06)_G08 
323 
 
 
ACAGCACAATCCAGGCCTCTTCTTCTCTCTCTTTCTTTCTCTCGATTTTAGATCTAAATCTGTCTTCTCT 
TGTGATTTCCATTTGCAAAAGCTCAATTGCTGCCCTCCTCTTCCTCCAATGG GACTACCATCGAAGAAC 
CCATTGTTCCTGTCGAGCTGGTTCCGGAGCCAGAACCAATCGAACCGGCGGAG ATACAGAAGCACC 
CAAAGCTGCCAAGCCAAAGAAAGCCAAGGAGCCTAAAGCCAGAAAGCCTTCCGGTCCTAGAAAGCCCCCT 
TCTCACCCTCCTTACGAAGAGATGGTTAAGGATGCGATAGTGACGTTGAAAAGAAGACTGGTTCGAGCC 
AGTACGCGATCTCCAAGCACATCGAAGAAAAGCACAAGCAACTTCCACCAAA TT GAAGCTATTGCT 
CTCCAATTTGAAGAAGCTCGTTGCTGCTAATAAGCTCGTTAAGGTCAAGGGTCCTTCAAGCTTCCAGCT 
TCCAAGCCAACTGCTCCTAAGCCTGCTGCTGCTGCTGCTGCTAAGCCTAAGAAGA G CAGCTGCTGCTC 
CTAAGCCTAAGCCCAAGCCTACCGCCGCTAAGACCAAGTCTGCTCCTGCGAAG CAAAACCAGCTGCGAA 
GACCAAGGCAGCTGCTCCTGCTAAGCCGAAGCCGAAGCCAAAGTCCAAAGCG GGCAAAGCCAAAGGCT 
GCGGCACCGAAGCCAAAGGCTGCTCCGGCTAAGGCAAAGGCAGCTCCGAAGGCAAAGGCTGCCCCTGCTA 
AATCTAAGACTGTTGCTGCAAAGGCAAAGACGACAGCAAAGCCGCCTGCAAAGGCATCGAGGACATCGAC 
GAGGACCTCCCCAGGGAAAAGGGCGGCGGCTCCAAAGCCAGCAGCAGCAGTAGCAAA 
 
>1116-94-(6-9-06)_H08 
GCTTGGCTACTTGAATATTCAATTCTTCGATAAATAAAGCCCTAATTATGCTGATAAGATCCTTTTGATT 
CAGTGCCTCTTCCACAACATTCCTTCACCAATCTCAAACAGCGATGGCTCACATTCTTGTGTTTATTGAT 
CATTATGGATCTCATTTTCGTTTGTAGCTGGAATTGATGTCGTTGAAGATGGAGCTGTTTTTCGCCATTT 
TGATATTGGCTTGCTTGCCATCGTTTGTATTGTCTGATCCACAAGGTGATGCCCTGTATGCATTGTGGAA 
GTCATTGAAAGCTTCACCTAATCAGCTTGGGAGCTGGAACCCAAATCAAGTTAACCC TGCACTTGGGTC 
GACGTTACTTGTGACAGTAATAATAATGTTATTTCTTTATCATTGTCATCGAT G ATTTAGTGGAACCT 
TGTCCCCACAAATAGGAAATTTAAAGACCCTTACAACTCTTAGTTTGCCAGGAAAT GCATAACTGGTGG 
GATACCCAAAGAATTTGGGAATTTGACAAATTTGACCACTTTGAATTTGTCAAATAATAATATATCCGGT 
GAAATACCTACGTCCCTTGGTAATCTTACGAAGCTTCAGTTCTTGACATTGGTGGAAACAATCTGAATG 
GAACCATTCCTGAGTCACTTTCACGTATTCCAAGCTTAAGCAGTCTAATGCTGATTCAAACAATCTCAG 
TGGTCAGATTCCTCAGCATTTATTACAAGTTCAAAGCTACAACTTTACAGGAAACCACTTGAATTGTAGC 
ATTAATTCCCCTCCTTCTTGTACAAGTGAAAGTGGAGATTCAGGTGGTTCGAATG TCAAAAATTGGAG 
TTATACTTGGAATTGTTGGAGGATGTATTG 
 
>1118-94-(6-9-06)_B09 
AATTCTGGCATTGGGGTTTTGGCACTTGGGTCAAATGGTGTTCAGAAGCTGTGGAAATGGACACGGAACG 
AACAAAATCCAAGTGGAAAGGCCACTGCCAATGTTGTTCCTCAGCACTGGCA CAAACAGTGGTCTTGT 
TATGGCTAATGATGTCTCAGGTGTCAACCTTGAAGAATCAGTACCATGTATAGCAC ATCAAAAAATGAT 
TCATATGTGATGTCAGCCTGTGGTGGAAAGGTTTCATTATTTAATATGATGCAT CAAGGTAATGACAA 
CATTCATGTCAGCACCCCCTGCTTCTACCTTCCTAGCATTTCATCCTCAAGA A TAACATCATAGCTAT 
TGGAATGGAGGATTCAACTATACACATATATAATGTTAGAGTTGATGAGGTAATTACTTACTACATAGGT 
CAATCACACCACTACCCTTGGCGCCCCCCACAACCCCCCCCCCCCCCTCAAAAAAAA AAAAAAGTGAT 
TTCTTCTGCTCTCTTAATATAAACTGGTGTGAATTATATGTTGTTTTAAGGAATCAAAACTGAAGGG 
ACACCAGAAGCGGATAACTGGTTTAGCTTTTTCAACGAATCTTAATATCCTGGTTTCTTCAGGGGCTGAT 
GCTCAACTTTGTGTGTGGAGCATTGACACATGGGAGAAGAGGAAGTCATTTACA TCCAAATACCTGCTG 
GAAAGGCACCTGTCAGCGACACTCGAGTACAGTTCCACTCTGACCAAACGCGCTTGCTGATAGTCCATGA 
GACACAGTTAGCGATATATGATGCCTCAAAGATGGACCGCATACGGCAGTGTCCCACAAGA 
 
>1120-94-(6-9-06)_D09 
GGGTGAATTGGGGGTGGAGGAAGAGGTAGGGGCAACGTGTCGGGAGCCGACA T AATGGAGAGGGAAGT 
CGAGAAATGGGTGTCAATGATAAACCTGCAGGGAGAGAAATATGTAAGGGGA T TGCTTCCTAGATGCA 
AGCACGTTGCTTGGCATAAACGCTCTAAAGGAGGAGTTAGGATTACTGAAGAGTGGACACCGACGCATC 
ACCTAGCAAATATGATTCCTTGCCTACCCCTGAAGTGAATATGATAAGAGAGC CTTAAATCCAGCTCT 
TTGGACTTACAAGCGGTGGTGAACGATCCACTTCCTGATGCGTTACATTTGT TGAAACCATAATAGCTG 
ACATGGTGAAAAAAGATAAGATACATGAACCTTCTGTAGAAAATCAAAGTGG AA ACATAGATGCACT 
CAATCCATCTGTTGACAAAGGCGTAGCTGCACAAACTACTGTCTCTGGTTGTGGAAATCAGTCTTGCATT 
CCTCAGAGCAATGCTACACGACCAAGCTTAATGGAGCGGAATGACACTGCCTACTTATGAGTGGGAAG 
ATTCAATAGATGGGTCACCAGGAGGAATGACCAATCGCTCAGGTAGGCTTCCCTAC TAGCCCAAAGAG 
AAAGATTGTTTCTCCTTTGAAGAAGTACGAGGTTACAAAGTTTGTTAGGAGGAGA ATTGAAGAGATGG 
AGTTTATTGGAGGAAGATACTTTACGGACTGGTGTGCAGAAGTATGGTAAAGGAAATTGGAAGCTCATCT 
TGAATTCCTATCGTGATATTTTTGATGAAAGAACAGAGGTTGATCTGAAAGAT GTGGAGAAACATGAC 
ACGGTATTGATCCCACAAAACAGTCTGCGACTTTCTTGTAATTTTGCTGAAAGACAAAAATTTGCAGTT 
324 
 
 
GTTTTTTGGTTCACCCCAT 
 
>1123-94-(6-9-06)_G09 
AGTCGTCTCTGATCTCATCAACTTCTTAAACTCTTCTCCAACTGCTTTCCACG GTTGAGGAGGCAAAG 
AAGCTGTTGAGAAGCTTTGGGTATGAGCAAGTTTCAGAGAGAGAGGATTGGAA TT AAAGCTGGGAAGA 
GATACTTTTTCACGAGGAATCACTCTACGATTGTTGCTTTTGCAATTGGTAAAAAGTATGTTGCTGGAAA 
TGGATTCCATATAGTTGGTGCTCATACTGACAGTCCTTGTCTGAAACTGAAG CTGTTACCAAGGTAAGT 
AAAGCTGGGTTTTTGGAGGTTGGTGTCCAGCCATATGGGGGTGGCTTGTGGCATACTT GTTTGATCGTG 
ACTTAACAATTGCGGGAAGGGTGATAATTAGAGAAGAAAAAGATGGTTCTGCT C ACTTGCACCGTCT 
GGTTAGAATTGAGGAGCCCATAATGCGGATCCCAACCCTGGCAATTCACTTAGA AGGGGTGCCAATGAT 
GGATTTAAGGTGAATACACAGACTCATCTTCTTCCCGTCTTGGCAACATCTTTAAGGCAGAGCTCAATA 
AAGAGGTTGCTGAAAATGGTTCAGTTGAAATTGAAGTTCAGACTGACGAAATGAAAACGAAGGAGAAAAC 
TACCACTAAAAACTCAAATCATCACTCACTCCTATTACAGCTTCTTGCAAGTCAGGTTGGCTGTCAACCA 
GTTGATATATGTGATTTTGAATTACAAGCATGTGATACTCAACCAAGTATTGTAGCTGGTGCCATGAAAG 
AATTCATTTTCTCTGGGCGACTTGACAATCTTTGCATGTCATTTTGCTCTTTAAAGGCATTGATCGATGC 
TACATCTTCTGA 
 
>1124-94-(6-9-06)_H09 
GATTCTACTTTAGTAGCATATATACATAACCGTGCTCAAGGTAGTTGCATAAA GAGATTGTGGACCCTG 
CAATCTTGGCTGAAGATGGGGATGGAGGTGCTAGTTTACAGCATCAATTACA GC GTGGTGGACCTTGC 
CTTGACATGTACAGAGGAAGATCCACAAACAAGGCCAACTATGGTTGATGTCACCAAACAACTCAGGCGG 
ATTGAGAGATTCACACAGGATTATGAAGCGCTGTTGGGAAGTTTGCAGAATTT A GCTTCATGAGTGTC 
TTGAAATATTATTATGGAAGATTGCAAATGAGATCTTACCAACAAGAGCTCGAATGAAGCAAACATGTGT 
GATGGAAACTACTTGCTGTCCTTTGTGTGAAACTGAAGAAGAAACATGCCTGCA TTGTTCAAAAACTGT 
TCTGTAGCAAAAGCAGCTTGGTTTAGCTCAAGCTGGGGGTTCTTTATTGAACTTTG ATGCTAATAACA 
GCTTTAATCTCATTAAGAGTATAGTCAATCCTCCAGCTCATGTGTTACATGAGCAGGTCACCAAGGAGCA 
GTTTGTTCTTATGGCAGCAAAAATTATGGATCACATTTGGAGGTTGAGAAATCA GTGATGTTTGAGAAT 
AAAAAAATAAATTTCCAAGCAATTCCCTTCCAAAATTTTGCAGAAATTTGAAG CACGATTCTGCATCG 
TGGAAAAGGGAAGGCTTCTGTTGATCATTGATGAAAGGCAAGTTGTGTAGTAAAAGTGG 
 
>1125-94-(6-9-06)_A10 
ATCGTCAAAGCGACCGATCACCAATCTCCGATCTCCGATCGCTCTTCAAATCA GATGAGTGTGGTAT 
TCGAAGGGTACGAGCGCCAGTACTGTGAGCTCTCTGCAAATCTCTCCAGAAAATGTAGCTCCACTGCTCT 
TCTTCCTCATGGAGAGCAGAAGCAACAGAAGGTTTCTGAGATTAAAGCTGCATTGGATGATGCTGATGTT 
TTGATTCGGAAAATGGACCTTGAGGCAAGAAGTCTGCAACCAAGTGCAAAGGCT TGATGCTTGCTAAGT 
TAAGGGAATATAAATCTGATCTAAATAAGTTGAAAAGGGAATTTAAAAAAATCTC TCACCTAATGCTGA 
TCAGGCTTCCCGTGAAGAGTTGTTGGAGTCTGGAATGGCAGATGTGCATACG T CTACTGATCAGAGA 
GAGAGAATGGTAATGTCGGTAGAAAGACTGAATCAGTCAAGCGATAGAATTA G GAGTAGAAGAACCA 
TACTAGAGACAGAAGAGCTTGGTGTCTCAATCCTCCAGGATCTGCATCAACAGCGTGAGACTCTCCTACA 
TTCTCATCAAAAGCTTCATGGGGTAGATGATGCCATCGACAAGAGTAAAAAAGTTTT ACTGCCATGTCA 
CGTAGGATGACAAAGAACAAATGGATGATTGGATCAGTAATTGGAGCTCTTGT AT GCTGTCATCTTCA 
TTCTATTTTATAAGTTTTCTCATCGTTAACTTATACTTGACTTTGTTTGGGGTACAGATGATGTTCTCCA 
TTGCCATATTTGCTTGTTGTATATAGCGTCATTAAATGTGTTTTATACATGTGC TGGTATAATTAGCAA 
TTATATCATACTTAAGTCTGCTTACCTTCTCTTAGCATTCTGTTTATGGTACATA ACATTGAATAAGTG 
CTCCATGCTC 
 
>1126-94-(6-9-06)_B10 
GCTGCACCAGATGGTGAGGTCATCCAGGCTGCTGCTTTGGTAAGTCAACCTG TCTTTATTCTGCAGATC 
TTATGAAGCAGCATACAGTTGGACCAGCTATGGTACACCCGTCCGAAGTTGCTGCAAAAGGGCCAAGTTG 
GGGTGATCTTTTTGAACCAGGAGTGAAACATGCATTGGCTGTTGGGGTGGGACT CAAATACTTCAGCAG 
TTCTCCGGCATAAATGGGGTTCTGTACTACACACCTCAAATTCTCGACCAGCAGGTGTTGGAGTTCTTC 
TTTCAAACTTGGGCCTTAGTTCGTCTTCTGCATCTCTGCTTATTAGTGCAATGA AACTTTGTTGATGCT 
TCCTGCTATAGCTGTTGCCATGAGGCTCATGGATGTCTCTGGCAGGAGGACTTTGTTGCTTACCACAATC 
CCTATCTTGATACTATCTCTTGTCATCCTAGTCCTTGGAAGTCTTGTGGATAT GCAGTGTTGTGAACG 
CATCAATCTCAACCGTTAGTGTTATTCTCTACTTCTGCTTCTTTGTCATGGGG TTGGGCCAATCCCCAA 
CATTCTCTGTGCAGAGATCTTCCCCACCCGAGTTCGTGGCCTCTGCATTGCCATA TGCCCTCACATTT 
TGGATAGGTGACATCATTGTCACCTACACACTCCCAGTGATGCTCAAATCCATTGGCCTTGCTGGTGTTT 
325 
 
 
TTGGTTTGTATGCAATTGTGTGCCTCATATCATGGGTGTTTGTTTTCGTGAAA TCCCTGAAACCAAGGG 
TATGCCACTTGAAGTGATTTCC 
 
>1127-94-(6-9-06TRUNCATED)_C10 
CTTCTTCTTCTTCTTCTCTCAAAAGCTCAAATCCTAGGGTGTTTTTCATTTG AATCAAAGAATTCCTC 
ATACGAAAAGCTCTGTATGTTAAATCATTGCTAAAGAACCATTTTTGTGTGAGAAAGAAAAAATGGGTCA 
GGCATTTCGTCGAGCATCTGGCAGAATCAAAGCATCTTCCCCGAATATCGAGCCAATGGCGTCGTCAAAG 
CCGAAAACCGTCGTCGATCGCCAGCCACCGGTAGTGGGTCCCACTGACGTGTC A ATCTCGAGGGCCG 
TCGATATTGATGCTGATGGTAACCCAAAAATCAATCCTGACAATGTCCTTGAAGAACGAGATCCAAAATA 
TGATGCCATGCTTAGTCAAATGACTGGTAGAATTAGATCAAAGCCTGGAGGGAAACTTGAGATGGGTGAG 
GCAGCTGTGGGAGAAAGGTATGATAGGCCCATGCCGAAACTGCGAAATACAA CCTGATTCTGGCTATG 
AGGAAACGCCTGCCCCTCCAGGAACACTGAATGTAGCACAACTTCGCCAAATTAT CT CTGCACCAAGG 
CAAGGCTACTGACCATGAGGGACCTATGGATATCCAACAGATTGCTGAAAAA TCC GTTGATGTTGTG 
CAGGTTCAAAGGATTGTGCAGTTCCTATCCATGCCTCCAGAGGACAGCAGTA AATCAGAAAACGGTGTA 
TGAAGATCAGTAGTTTTCACTTTATCTTACAAAACTAACAATTTTTTTTTGGAAATAAGGGATAAATT 
CTAAATAGGCATTTTGAAC 
 
>1128-94-(6-9-06TRUNCATED)_D10 
CTCCGAAGCCTACGATGTTTTGAGTGATCCGCAAAAGCGAGCAGTGTACGACAGTACGGAGAGGAAGGG 
TTGAAGGGGCAAGTGCCGCCGCCGGGTGCCGGTGGCTTCTCCGGCGGGCCGGAGGCCGGCGGACCGACGT 
CGTTTCGGTTTTCGACTCGTAGTCCTGACGATATTTTCTCTGAGTTTTTCGGGTTCTCGGGTTTCGGAGG 
CATGGGCGATTTCGGTCACGGAGCTTCGCGTGCGGGCGGGTCCGGGTTTCCAGGGGTATGTTTGGGGAT 
GATATATTTGCTTCGTTTAGAGGTGGAGCCGGTGAGGGCTCTGTTGCCGCGCCA AAAAGGCGCCGCAA 
TAGAACGCACATTGCCGTGTAGTTTGGAGGATTTGTATAAAGGAACTACAAAGAAG TGAAGATTTCTAG 
GGATGTCACTGATTCCAGTGGGAGACCGACTACAGTGGAGGAAATTCTTACAATTG GATCAAGCCAGGT 
TGGAAGAAGGGGACAAAGATCACTTTTCCGGAGAAGGGAAATGAACAGCGAGGT TTATACCCTCAGACC 
TAATCTTTATTATTGATGAGAAGCCTCATAGTCTCTTTAAGAGGGATGGCAAT ATCTAATCGTCACCCA 
GAAGATATCTCTTGTGGAAGCTTTGACAGGTTACACAGCACAGTTGACCACACTTG TGGGCGGAATCTG 
ACAGTTCCCATCA 
 
>1130-94-(6-9-06)_F10 
TTGCTTTGTCTGGTGGTTCTCTTGTTAGCTTAATGGGGAAAATCTGTGAAGC CCTTACAACAAGACTGT 
AGACTGGTCCAAATGGTATATATTTTGGGCTGATGAGCGTGTTGTGGCGAAAAA C TACTGACAGCAAT 
TATAAGCTTGCTAAGGATGGCCTATTGTCCAAGGTGCCTATAGTTCCCAGTACGTTCTTTCTATCAACG 
ATTCAGTGTCAGCAGAGGAGGCTGCTGATGAGTACGAGTTTGCCATTCGACA TAGTGAAAACTCGTGT 
GGTCAGTGTGTCTGACAATAGTGATTGCCCCAAGTTTGATCTCATCCTCCTTGGAATGGGCCCGGATGGC 
CATGTTGCCTCATTATTCCCTAACCATTCCGTGCTCAACGAGAAAGCTGAATGG T ACTTTTATTACTG 
ATTCCCCCAAACCCCCACCTGAGAGGATCACATTCACTTTGCCTGTCATCAACTCAGCTTCAAATGTAGC 
TGTGGTCGTGACTGGTGACAGCAAGGCTGAGGCGGTACACTTGGCAATCGACG TGTTGGACCTGACTGC 
CCGTCACTGCCTGCAAGGATGGTCCAGCCAAATGGGAAGTTGGTGTGGTTTTTG ACAAGCCAGCTGCCT 
CAAAACTTGACCATCCTCAGCAGGGTTGAGCTGTTCTTGCCAATGTGTATGCTTGTATTTAGTGGTCGGG 
TACACCTGTGGATCATTTTCTCTTCCATTAGTTCCAGTCTTTTGGTGGGCTTTTTTCTTTTCTTTTCCTT 
TTCTTTTTCTTTTCTTTATTTCTTTCTTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTTTTTTTGA 
CCTTCTGGTTAAATTCTCCATTTTGTCTCTTCTTGATCTCTTCTATAG 
 
>1133-94-(6-9-06)_A11 
TTCTGACCTTATTGTGTGGTCTTCTTGGTATCCCTCCATCAAATGGAGTTATCCC CAATCTCCAATGCA 
TACAAAGAGTTTGGCTACCCTTAAACATCAGTTGCTTCGCAATAGACTTGTT AA CAGCACGCGGAAGT 
ATCAGAAAAAATGCTAGCTTGGGACAGCTGTATGGGAATATGCAAGAAGCCTATCAT AAATGCAGACCC 
CTTTGGTCTACCAGGAGGCCTCAATTCAGGGACTAAAGGAATTAAAAGAATCAACCATTCAAGCAGCTAC 
TAGTACGGGGCAAATGGATGCCCCAGTTGATGAGACATTATTTGATGTTGAGAAGGAAATAGATGATCTA 
TTGCCTGTTGAGGTGAAGGAACAGCGTGTTAGTAACTTACTTCAAGCTACAATGGTGGGAGGATGTGTTG 
CAGCCATGCCCTTACTCAAAATGATCCCCACCTCAGTTCTTTGGGGCTACTTTGCAT CATGGCCATTGA 
AAATTTACCCGGCAACCAATTCTGGGAAAGAATCTTATTGCTCTTCACAGCAC TAGCAGAAGATACAAA 
GTCCTTGAGGAGTACCATGCTACATTTGTGGAAACAGTGCCTTTCAAGTCAATT CAACATTCACCATTT 
TCCAAACAATTTATTTGCTTACATGTTTTGGACTTACGTGGATTCCAATTGCCGG GTTATGTTTCCTAT 
GCTGATCATGCTTTTGGTTCCTGTTAGGCAGTACTTTCTGCCCAAGTTTTTCAAAGGTGCTCATCTTCAA 
326 
 
 
GACTTGGATGCAGCAGAGTATGAAGAGGCACCAGGTTTACCATTTACCCTTGCTA GGAGGCAGAGCTGG 
GTGCTGGAGCTTCCCTTGCAGGTGAAGGAGAGATTTTTGATGAAGTTATCACAAGAAGCCG 
 
>1134-94-(6-9-06)_B11 
TTTATAAATATCCGAACTCTCTCGCTTCCTTAAAACAGTTAAACACCAAAATCAAACCTTAACAAAAAA 
ACTCAATCATGTCTGCTTCAAACCCAAACCAAAACCCGAATCCTCTGTACCCAG AGTCATTCACTCAAA 
CCCAGATGCCAATTCTCCATTTTCATCATCATCATCTTCTGCTTCTACTATATACCCTTCTGTTGAAACG 
AAGAAATTAGCGGAGAATCTTTTTCCTGAAGATGACACTGTTTCACAAACCTTTACAATCTTCTG 
AGAATGTTCTTGTTAGAGTTCCTGGCGTGGTAATTCATCTTATAGAGAAAGTC GAGTGTAGAACTCGC 
TTGTGGTGAACTTGTCATAGTTGGTCTTAACCAAGGTGACAACACCGTGGCTGTTCTTGCGCGCGTTGGT 
GATGAAATTCAATGGCCGTTAGCGAAGGATGAAGCGGCTGTGAAGCTTGATCAG CTCATTACTTCTTTT 
CTCTTCGTGTTCCCGCAAGTGGGTCGTTGGATAATGATGACAAGGCTGAAGAT TTGGTGGGAAAGAGTG 
TGAGATGTTGAATTATGGGCTGACGGTTGCGTCTAAAGGACAAGAGGGTGTTTTGAAGGAATTGGATCAG 
GTTTTGGAGAAGTATAGTTGTTTTTCTGTGAAGGAAGTTGGGGATGGTGAGTGTTGGATGGTTTCGTGT 
CGAGAGAGATGGCTCCGGAGGAGTTGGAGGAGGAGGAGAAGAGGGAGTTAAT T CAGAGCTCGGCGGC 
GTATTGGACTACATTGGCGCCCAATGTGGAGGACTATAGTGGGAGAGTGGCGTTGA 
 
>1135-94-(6-9-06)_C11 
TCAAAAGTTCTCAAACCCCCACACACAGAAAAATTAAGAGAGAAAAGCGAAAACTT GATCATGGAGTGC 
GTGTTCGGATTGGTAGGCAATGGGTTCGCCATAGTGGTAGCCGATTCCTCTGCAG TCACAGCATACTGG 
TTCACAAGTCCAACGAAGACAAGATCATGGTCCTCGACTCTCACAAGCTCATC CGCTAGTGGCGAGGC 
GGGCGACAGAGTTCAATTCACTGAGTATATACAGAAAAACGTGGCTTTGTATCAAT CCGTAATGGGATT 
CCTCTGACCACAGCCGCTGCAGCAAACTTCACTCGAGGCGAGCTCGCCACTGCTTTG GTAAGAATCCAT 
ACTCTGTGAATATCCTTCTGGCTGGCTACGACAAGGAGACAGGCCCATCTCTTTACTATATTGACTACAT 
TGCTACACTTCACAAACTTGACAAGGGAGCATTTGGTTATGGGTCCTATTTTTCCCTCTCCATGATGGAT 
AGGCACTACCACAGTGGCATGTCAGTGGAAGAAGCAATCGATCTGGTTGACAAGT CATATTGGAGATTC 
GATCCCGGCTTGTTGTGGCACCACCAAACTTTGTTATCAAGATTGTTGATAAG GGAGCAAGGGAGTA 
TGCCTGGCGTGAATCCGTCAAGGATGGTGCAGTTTCTACAGCCTGAATTCCTTTTTATGTTTTAATTTAA 
ATGAGTTAAAAGGGAAAGTTATATATCTCTTCCTGAACTTTAGTTTGAAATACTCGTACTGACTATTCTT 
GTTTCATTTGCTGTTATGCCAGAATAGTTGTATTGTTGGAAAATTAATGCAACTCTTGTGTTTTTCCATT 
TTCTTTTTCTTTTT 
 
>1137-94-(6-9-06)_E11 
AATTCCTTATTGGTTTAGACTTTTATTCCCCGTTATCTAATCTGGGTCTTCATTGTTTTCTGATATAGAA 
ACCGTTTCCTCATCTGGGTCTTTCTTGTTTTGTGATTTACGCTTATTTTGTG TTGGGCTATGAGGAAG 
AGGGAGAGAGAGAACCCTTGTGGGGTTTGTGGGCACTATCACAAATACGAAGA G GAGGTATGTGGGA 
TATGTGGCCACCGGATTCCGGCTTCGGCTGAGAAAACTTCGATTCAAGTCAGCGCCTTTCCATCGGAGAT 
CTTGCCTGAATTTCTCTATCTAGGTAGCTATGATAACGCTTCACGCTCGGAACTTCTTAAGACTCAGGGA 
ATCTCTCGTGTTCTCAATACAGTACCTGCTTGTCAAAATCTCTACAAGAATTC TTCACCTATCACTGCT 
TGCAAGAGGACAAAACTTTGCCTTTTGATGATGCAATTCAATTTTTAGAGCAATGTGAAAGGGACAAAGC 
TCGTGTTCTGGTGCACTGCATGTCTGGAAAAAATAGGTCACCAGCAATTGTA TGGCTTACTTGATGAAG 
TCCAAAGGATGGAGGCTTGCCCAAAGTTACCAGTGGGTGAAAGAGCGGAGACCATCT TTGAATTATCTG 
AAGCTGTCTACAAGCAACTGCAGGAGTATGAGCAGAAGATCTTTGGATCAATTGATCCTGGCAATCCTGT 
CCTGCCTGTTTTTGCACCTACAGGTGTGCCTCCTTCGTTTAGCTTTGGCTTCCCAAAGGTTAATGATCTG 
GTTTCCGTTCCTGCTTTCAGCAATGTTGGTACCTCTATTTTTGCCCGTCCTC TTAGACATTGCTCTGA 
ACGAGTTTACTTTTGGAGCCGGCCAGACTCAGAATAATAATGATAATATACTG AT CAA 
 
>1138-94-(6-9-06)_F11 
ACTGAAGGAGTACAAAGATGATTCACCAATCAAGCTTGGTCCAGCTGAGAAA TTCTGAAGGCAGTGCTT 
GATGTGCCTTTTGCGTTTAAAAGGGTGGATGCGATGCTTTACATATCTAATTTTGACTCCGAGGTTGAGT 
ACCTGAAAAAATCTTTTGAAACTCTAGAGGTTGCTTGTGAAGAACTGAGAAAC T GAATGTTTTTGAA 
GCTTCTAGAAGCTGTGTTGAAGACTGGGAATCGCATGAATGTTGGGACAAACCGAGGTGATGCCCATGCC 
TTCAAGCTTGACACGCTTCTCAAGCTTGCTGATGTCAAGGCTGCTGATGGAAA ACC CACTGTTGCATT 
TTGTTGTACAAGAAATTATAAGAACTGAAGGTGCTAGACTTTCAGGAACCAACCAA CTCCAAACTCCAC 
TTTGAATGAAGATGCAAAGTATAGGAAGCTTGGCCTGCAAGTTGTTTCAAGTCTTAGTTCAGAGCTCACC 
AATGTGAAGAAAGCTGCTGCAATGGACTCCGATGTGCTTTGCAGTGAAGTTGCC AGCTTTCAAGTGAGC 
TTGGGAACATTAGGGAGGTGGTGAAATTAAATGAGACAGTAGGATTGGATGAAA CACCCAGAAATTTTC 
327 
 
 
AGAGTCAATGAACAGGTTCATGAAAATGGCTGAGGAGGAGATCATAAGAATCGAGC CAAGAAAGTGTT 
GCTTTGTCTCTAGTGAAGGAGATTACAGAGTACTTCCACGGCAACTCAGCTAAGGAAGAAGCTCACCCGT 
TCAGAATCTTCATGGTGGTGAGGGACTTTCTTACGGTACTTGATCGGGTCTGCAAGGAAGTTAGTTTGAT 
AAATGA 
 
>1139-94-(6-9-06)_G11 
CTGTCGGCCCTTTGTACATGGCCTGACCAAGTCCGGCATTGGCATAAATATCGGTGGACAAGCCCACTTC 
ATTTCATTGACACACCCGATGATGAGTGCACTTTCAATTATCAAAGGGACTTC TGATCCGCATGGAGT 
GGAGGACATGTGTGTTGCAGGTGCCGTTCAAAATTTTACCTCTCAGCTTGTGCACTACAGAGAGGGAAGT 
GCTGATCGTAGATATAATATGACTGAGGCCTTGTTATTCTTGTCACACTTCATGGGAGATATCCATCAAC 
CAATGCATGTCGGATTTACAAGCGATGAAGGAGGAAACACCATAAATCTACGCTGGTTTAGGCATAAATC 
TAATCTGCATCATGTATGGGATAGGGAGATCGTTCTAACTGCTCTATCAGATTATTATGAAAAAGACATG 
GACCTCCTCCAAAAAGACATAGAGGGAAACTTCACCGATTTACAGGGAATCT TC TCTGATATTTCAT 
CATGGGAACATTGCGATGATATTCTTTCATGCGTAACCAAGTGGGCTGTAGAGAGCATAAACATAGCTTG 
CAAATGGGGTTACAAAGGAGTTGACCCTGGTACAACTCTAGCAGATGATTAC TCGACTCAAGGATGCCA 
ATCGTTATGAAACGAATTGCTCAGGGTGGAGTTCGATTAGCTATGATTTTGAACCGCGTTTTTGGTGACA 
CTGATGAAGGATTTGCAATAGCTACTTAAAGCAGTCCATCAACATAAAATACTTGA TATTCTTCATTTT 
CTTCTGTTGACCAGTGATTGCTTTTAACTC 
 
>1141-94-(6-9-06)_A12 
ATATAGGGAGAAACTTGAACCATGGTCAGTTAACAGAGTCAAAGTGGCGGGT TTT GATCTCTTATCT 
GCCTTGGCTAAAGGCTTACCTGTTTCTGAAGATAATGATTTGGTTGTTGAAA GCACCTCAAAGCTC 
CGTCAGTTTCAAGAAAACGACTTATATTGTTGATTGGGATTTTCTCTTCGGGAAATAATTTTGAGCGTCG 
TATGGCACTAAGGAGGTCTTGGATGCAATATGAGGCTGTTCGCTCTGGGGATGTA CTGTCCGATTTTTC 
ATTGGCCTTCACAAGAACAACCAAGTCAATTATGAGCTATGGAGAGAAGCTCAAGCATATGGGGATATCC 
AGTTGATGCCCTTTGTTGATTATTACAGCTTAATCGCTTTGAAAACAGTTGCAATTTGCATCTTTGGGAC 
CAAAATCCTTCCTGCCAAATTTATCATGAAAACAGATGATGATGCTTTTGTAGGATTGATGAAGTTCTC 
TCTAGCCTCAAGAGAAAGGCACCTAATGGACTCTTGTATGGTCTTATTTCTTTTGAATCAGCACCCCATA 
GGGATAAAGACAGCAAATGGTATATAAGCACTGAGGAATGGCCACCTGCTTA ATCCACCATGGGCCCA 
TGGTCCAGGATACATTATCTCTCGGGACATTGCAAAATTCATCGTTCATGGCCATGAAAGAGAGCTT 
AAGCTTTTTAAACTAGAAGATGTTGCAATGGGCATATGGATTGAACAATTCA GAAGAGTGGCCAAGAAG 
TGCATTACATCAATGATGATAGGTTTCACAATGCTGGATGTGAACCAAATTATGT CTCGCTCATTATCA 
AGGCCCGAGGAAGGTGCTATGCCTTTGGGAGACGCTGCACAAAGAGCACCAGC CGTTGCTGTGAGTAA 
TATCAACCTTA 
 
>1142-94-(6-9-06)_B12 
CCACGGGTGCTAACTGATGTTGGCGATGTCCCTGTCCAAGAAATTAGAGATGTGATGTGGATGATGACA 
GATTGATGAATGTCATAAGTGACTCTGTCAAGCTAGTTATGGAAGAGGCTCCATTACGCCCATTAGTTTT 
AGGTGGTGATCACTCAATATCGTATCCTGTTGTAAGAGCTGTTTCTGAAAAGCTTGGGGGCCCTGTAGAT 
ATTCTTCATCTTGATGCCCATCCGGATATCTATCATTCCTTTGAAGGAAATAAGTATTCTCATGCTTCTT 
CTTTTGCCCGTATTATGGAGGGTGGTTATGCTCGGCGGCTTTTGCAGGTTGGTCT A ATCAATAACAAC 
TGAAGGGCGTGAACAAGGCAAAAGATTTGGAGTGGAGCAATTTGAAATGCGCCTTTTCAAGAGATCGC 
GAATTTTTGGAAAACCTGAAACTTGGGGAGGGTGTAAAAGGCGTGTATATCTC ATAGATGTGGATAGTC 
TTGATCCTGCTTTTGCTCCTGGAGTCTCTCACATTGAGCCAGGAGGTCTCTCT T GTGATGTTCTCAA 
CATCCTCCACAACCTCCAAGGTAATGTTGTTGCTGCAGATGTGGTTGAGTTCAACCCACAACGTGACACT 
GTTGATGGTATGACTGCAATGGTAGCTGCTAAGCTGGTGAGAGAACTGACTG AA GATATCAAAATTAT 
AGACCCTGTGGCTTCCCCTCAAGATTTTCAAATTGTCCATTGATGTACCAGC AT ATCAATGCTTCCAG 
CATACCAAATATTAGTTCATCCTTTGGTTTCATAAAAGGATATGGACTTTAGAAATATACTTCTTGTTAG 
TTACTGAGAAAACTTTTTTTTCGGGATTTATGTATTTGGGTTTACATAAAAACT GTCGTGATAATTTTA 
CAACTGTTACAGTCGG 
 
>1143-94-(6-9-06)_C12 
GGAGGTGCAGAGAAGAAAAGGGTCCGACGATCTTCAGCTGCCATCCAAAACGGTTCCAGAGATCCCAACT 
CAGATACACCACCTAGGAAACAAGCTGCTCAGAAGGATGTGTATCAGCTGTTT AGAAGGTTAGAGA 
CCATAAGGATTTGGTGTCTAGATGGGCTGTTTTACAGGAGACGCGTGTTGAAC TTAGAGGGAAGGAT 
TTTGTTAGCTTTTTGAGAAATCATCCAGAGCTCAAAGATATTCTAGAATCAGATAAGAATCTAGAAGCTG 
ATGATATTGCTAATGCTTTGTTAAGAAAGAATCTTTTAGCACGTTGTGATCGTGTGGTGAAAACTGTTCG 
328 
 
 
TCCTGGGAAGAAAAAATTGTCTACATGGCCAGCACATTTAGAGATTTTCCCGGAT AAATATTTTGTGAA 
GTTGATGCCTTTTTTGCATGGACATTTGTAAAAAGGAGGCCTCTTTGGCAGACT TTCTCTCATTTTTCT 
GGCCTGTGTTGACACTAGCAATTTGCTTGTTTCCTGTGTATCCCCATCGGTGCAA ATACTAATACTCTA 
CTCTTGCGCAGGCGTTTTAGCGCTTATCCTGTCACTACTTTTGGTGAGAGCTACTGTATTTGGTGCTCTT 
TACATCGTTCTCGGAAAACGTGTTTGGTTTTTCCCTAACATTCTTGCTGAGGAAGCAACATTGCGAGAAT 
TATTCCGTTTCTGGCCCAAGAAAGATGAGGAGGAGCGACCCAAGTGGACGACAAGGCTTTTCTATGCAGT 
AGTAGCTGTTCTGGTCATATTACTGCTGAGGCACCATGCTCCTGATGAGGCTGCTA AGCAAGGTATCAA 
AAGCGGGTATCAAACATAATTGA 
 
>1144-94-(6-9-06)_D12 
GTTCGAAATGGAATCATCATCAGCATCAGCAGCAACACCATTAGCAGGAGGTGGAGGAGGAGGTAATACG 
CTATCAGAAATATACCAGAATGCGAAGAAGCTACAATTGAGAACTCGAGACGCGCTGGAGCGACTGGAGC 
GTCTGGAGTACTCGAGTGGTGGCAATTTGGAGTCACAAACCCCTGAACTGTCTG ATCCATCAAAAGAGA 
CCTCACCCAAATCCAATCCCTCTGCGTCGATATGGACCGCCTCTGCCGCTCT TC C TCCAAGTCCCAC 
CGCGATCTCTGGAAACGAAAAGTGGAACAAGTAACAGAAGAGGCTGAATCTTTGAAACAAAGTTTGGATA 
AGTATTTCTTAAGGAATCAGAAAAGAACGATGGAAGCAAAAGAGAGGGCAGAATTGCTTGGAAGAGCTAA 
TGGAGAGTCTCATATTTTGAGAATATTTGATGAGGAAGCGCAAGCCAGGCAGTCA TTCGTAGTTCTGCC 
AGGATGTTGGAAGAAGCAAGTTTAACGGGAGAGGCCATCCTGTCTGCAATGTCAGGGTCAAGGGAACGTC 
TTAAGAATGCACAGCGGAAAGCACTGGATGTCCTTAATACAGTGGGGCTCTCAAA TCTGTATTGAGGCT 
GATTGAGAGGCGGCACCGAGTTGATAATTGGATCAAATATGCAGGCATGATTTTGACACTCGCCATTGTG 
TTCATCATTTGGAGGTGGACACGATGATCTACTCTTTTGGCTGGTATAGTTTGTGAGATGTGTTCCCTC 
TAGATGCCTTTTAATTTTTCGTTTTTACTTTTTTTCCCCTTTGGAGTGGAAGAT TTAATTGTCTCCGTA 
ATGCAGTGTTATATTGGAAAGGTAAATGAGGTTGTACAAAGGCCAATTATGAGA CAGACTTATATAAAA 
TTGA 
 
>1145-94-(6-9-06TRUNCATED)_E12 
CACAAAATCTGGCACCATGACTGGTGGTACAAGTGGTGGAATGGAAGCAAGGTCAAAACAGTGGGATGAT 
AAAAAGATTGAAGAATGGCAGAAAAGGAAGGAACGATTGGAGTTGGAGTTGA AGCTTGGATCAATTA 
GAGAGATGCAGGTAAAAGAGTCAGAAGCATCTGGGAAAATTAGTGGACTCGAAAAGAAGATTCAGTATGC 
AGAAATTGAGAAGCGAAGCATTGAGGACAAACTTGAAAATTTGCGGCAGGAGAAGAA AATATTGAACAA 
GAAATCAATCGCATAAACCCTGAACTGCAAAAATTAAATAGTGATGTTGACAGAAGGAGAATTGAAATTA 
ATAGG 
 
>1146-94-(6-9-06)_F12 
CGGAGACAAGAAGAGCGAACTGGAAAATATGGAAGTCCAAGGCTGCAATACCTTC AGAATTGGTGAGTC 
AGTTTCAGAACTCTACTGATGAAGGTATTATACATCATAATCATATTCTAGATTACTGCTCCGTTTGTTT 
GTGATGACTTCTTGCAACCTAGTTTGTGCTGTTTGGTTTGTGTTCAGATGTGCT T CTGATTTGCTTAT 
TTGTTGAAACTAGGGAAAAAAAGTTCTCTTTTTGTTGTGGGGTGGGTCAAAATAAGCTCAAAAAGCTATT 
TCTTTTTACTTGTTGAATGCACTTTGCGCTTGAGTGGGGGGAGTCAGTGGACCTTTTTCTTCTTCAATGT 
TGCATAGTGTATGAGTTATGGACAATAGTGTGGAGTTTGTTTGGTCTTATTTGGG ATGCCACAAGGTC 
CTTGATTTGTTAGCAGCCTGGCAAGGTACCTTTGGTAGAAACGGAATATAGCT T T GAGGGCTGTGTC 
ACATTGCATTATGTGGTGTCTTAGGCAGGAACAGAATGCGAGATGCTTTGAGAATGTGAACGGTCTATT 
ATTGAGATTTAGTCTCTCTTTTTTCGTACTTTACTAGACTGGATTGTTGCTTAAACGTTTTCACTGTC 
CTAATATTCTAGATATGCTTGAGCATTGTAATTTGAAAGATTGATTGTACTC T CCTGACTACACCCCT 
AATGTACGCAGGTGTTTCCTTTTTTATCAATAAAATTTTCGTTACTTATCAGGAAAAAAAAATATATATA 
TATATATATATACAATTTTCAAGGTACTGCCTACAATGATTGACTGCTACCTTCTAAAGCCTAGTTCTAC 
ATGCAGATAACCGTTCTAGTAAATGGGCTTTATGGATTCCATA 
 
>1147-94-(6-9-06TRUNCATED)_G12 
GTACACATTGAAAACCAGAAATTGTTTTGGGGTGGCAAGGCATTCATTGAAGGGCCTGGAGTTCTGCATT 
TTCTCAAAAAATTTTGTATAGAATCTTCATGGATCAACAGGTTGAAGAAGTACCAGAATACATCCATATC 
AATCAAAATGATTTCTCATACCGAAAGCACAAGAAGCAAAAGGAGGAAGATATTGCCATCTGTGAATGCA 
AATATAATGCCAATGATCCTGATAGTGCATGTGGTGAGAGGTGCTTGA 
 
>1148-94-(6-9-06)_H12 
TGAGGGTGAGGAAACCCAAGATCTTCATTTAGCGGAGGAGAGAGGTAATCACT TCATGAAGATTTTGAT 
ATTGATGAGGAGACTAAATTCTCTTCCGTCTATAGGGGTAAGGAGGTTGATGATAGTGGGTATGGAGATA 
329 
 
 
TTGAGGATATATTGTCGGATTCACATAACACTGAAACTTTTGGTAGTTTATCCATTGAGAAAAACAATGA 
TGGAGCTCGGTTGTCATCAAGCTTTTGCTCTAAGGATCAAGCACAGTCTTCCCAGTCAAGTACTGGCTTG 
GATTTAAGCCGCACTGGTTCTTATGATCATGCTGAACAGCTGGCATCCGAAT T TC TTAAAAGCGTCA 
CTGCTTCAGATAGTGAAAACAGGATCCAGGAAAATTCAATCAGTGATCAACATGG TCAATAATAATGC 
CAAGGAATTGATAGAGAAGAAGACGTTAGCTGAAGATGCTCAATTGTCAAAGCCTGAGGATTCACAGTCA 
TTGCTTAATGAGAAGAAAGACAGCTCTGATAAAGGGGGAATATCTGCTAATGCCACCTCTTATGCTACAT 
CATGTGGTGTTCTATCCAAGAGTCATGAAAAGACAAGTTATGGTGAACCATCTGATGGTGTGGCATCTAG 
CAAAGTGCATGGAGAACCCCAATCTTTACACTCTCGTGGACGACCTGGTAGT CTGCATCATCCAGTTCA 
GATTATGCAGGTGGTGTCTCGGCTTCTAGTGGACCTGGTTTATCACCAAGCT ATCAATGGGTTCGTTAT 
CCTCTGAAAAGTCAACTTTGAATCCCCATGCTAAGGAATTCAAACTCAATCCT GCAAAGAGTTTCGT 
ACCATCTCAAATTCCTGTTAGGCC 
 
>1151-94-(6-15-06)_C04 
GATGAGAAGAATACCTCCGAAGCAAACGGAGACAGCACTCTCAGCACTCCTCACC TTTTGCCCCATCAC 
TCTTCCGATCTCCTCTCTCAAGTTGATCAGCCCCTCCAGGTTTTATGCGATGTG CATGGGAAGGAGT 
TTATTTTGTGTGAATACAACAGAGATGCCGACTCCTATAGATCACCTTGGTAAATAAGTACCATCCACC 
ATTAGAGGACGGAGCCCTTCCATCACTAGAGTTGAGGAAACTTGAAGTTGAGCAAATGACATCTTTGCA 
ATTTATCGTGACCAGTACTATGAAGGTGGCATTTCCTCAGTTTATATGTGGGAAGATGATAATGAAGGGT 
TTGTAGCATGCTTTCTAATAAAGAAAGATGGCTCAAAGACAGGGCATGGTCGAAGGGGTTACCTGCAGGA 
GGGAGGATGGGATGCTATACATGTCATTGAGGTGGGGCCAGAGGAGGAGGGAGT GCTCATTACCGGTTA 
ACCAGTACTGTCATGCTATCTTTGACTACGGATAACGAGTCATCAGGCACATTTAG TTGTCTGGGTCAA 
TCAGACGACAGATGGATATGAGCCTCTCAGTTGCAGAGGGTCATCTTTGTAA A GGAAGGATGATAGA 
AGAAATGGAGAGTAAGCTGAGGAATTCACTGGATCAGGTATATTTTGGAAAGACGAAAGAGATGGTGTGC 
ACCTTACGACCACCAGCTGAAGTTGTGATGAGACTGCCTGATAGCTGATGTGG ATTCAATGGCATATGA 
GATAGAGAATTGAAATTCTTTTGTATTTTCCAAATTTGCTTGACAGTGTGTTACTGGCAGATTGTTT 
GTACTTCATATGTGTTCTATTTATTTGGGGTTGTTAGACATAAAATCTTGTGCA ATCTGTAAAAACTC 
TGATAGTCTG 
 
>1152-94-(6-15-06)_D04 
GCAATCCCATGGATCTTTGCCTGGACACAAACAAGGTTTCATCTACCAGTGTGGCTAGGCTTTGGAGCAG 
CATTCAAGCAGGTCATTCAGAAGGACATTAGGAATCTGCATATGCTGCAGGAGATGTACAATGCATGGCC 
TTTCTTTAGGGTCACCATTGATTTGGTTGAAATGGTGTTCGCCAAGGGAGACCC GAATTGCTGCTTTG 
TTTGACAAGCTCCTTGTTTCAGAAGAATTGTGGTCATTTGGAGAGAGATTGGACCAATTATGAAGAAA 
CTAAGAGCCTTCTCCTGCAGATTGCCGGACACAAGGATCTTCTTGAAGGGGACCCACACTTGAAGCAAAG 
ACTCCGCCTGCGTGATTCCTACATTACTACCCTGAATGTTTGCCAAGCCTACACATTGAAGAGAATAAGG 
GATCAAAACTACCATGTGAAGGTGCGGCCACACATCTCCAAGGACTTTATTGAAGTAAGCAAACCAGCAG 
ATGAACTTGTGAAGCTGAACCCAACAAGTGACTATGCCCCTGGTTTGGAGGA ACCCTCATCTTGACCAT 
GAAGGGTATTGCTGCAGGCTTGCAGAACACCGGTTAGAGTTGAGCTATTCTCTGTT ACTTTTTGCTGCC 
TTCCTACAGAGAAATTTCCCTAAAAAAAACCATAAATTATATGCACCAGAAGTGG TGCTGTTTTATTAT 
CCACGTCAAGGTCATAATTTGGCTTCGGCTTAAATATTAATTGCTGTGCTTATACCACTAAAGCCAGCA 
GTGTTATTGTCGCCATACAAAAGTTGAACTTGATGGAGCTTTATATGCTCGC AT GAATATTCTGCGA 
GCATTGCATTTGAATGCTTGTGTTTTCTGG 
 
>1159-94-(6-15-06)_A05 
GGTTCAACCTCAATTCTCTCTACCACTACTCTTCCTCCACATCCTCCACCCAT TTCTATTCTCCTTA 
CGACTATTGCTCAAACAACAATATCAATGTAAACACAACAAATTCTTTCACTTACTTTGAACCCTCACCT 
CCTTCTCCTCCTCTAAGAGAAGCTCTTCCTCTCCTCAGTTTAAGCCCCACAAGACATGAAGAACAAGAAT 
CATCCTCCTCCTACATGGAAGTGGATAAGAACAAGGTGGAAAAAGACAAAGA G TTATTATTCTCTTC 
TACTAGTGCTGCCTCTAATGATGATGACCCAGCTGTGACAGTAGCTCTTCAT TAGGGCTGCCAAGCCCT 
AGTTCTGCTGATTTGATCTCAACCCTCTCCTCCACAGAGATCGCAGATAAAGATG GTTACTGTGGCTT 
CTGGATACCTTCCAGATAGGCTCAACAAGGGACAGTATTGGATCCCTACCCTGCT AGATTTTGATTGG 
TCCAACCCAGTTCTCATGCCCCCTTTGCTTCAAAACCTTCAACAGATACAACA TGCAGATGCATATG 
TGGGGGCATGGATCTCAATACAGAAAAGGCCCGGAGTCTCTAAGGGGAACACAACC ACAGCCATGCTAA 
GGCTACCATGCTATTGTTGTGCACCAGGTTGCAGGAACAACATTGACCACCC AGGT AAAACCACTCAA 
AGACTTTAGGACCCTCCAAACCCATTACAAGAGAAAGCATGGGATCAAGCCCTTCATGTGTAGAAAATGT 
GGCAAAGCCTTTGCTGTTAGGGGGGATTGGAGAACCCATGAGAAGAACTGTGGGAA CTATGGTATTGCA 
CTTGTGGCTCTGATTTCAAGCACAAAAGGTCACTCAAAGATCACATC 
330 
 
 
 
>1160-94-(6-15-06)_B05 
CGGTTCGTTTGTATTTCTATGGTGTTGATAGTTCGCAGAAAGTGGATTTGTCGA C ATCCTGGAAATCA 
GACTGCCACCATTGTTCCACGTGACGATAAGGATGTAAATATAGTTGTTAATAACGCACCATCTGAGTCT 
GATTTACAAGTGCCTGTGGACTCAAATGGTGGTGCATCGAGGGATAAGGGTA TTTGGCTCCTGAGTCTA 
ATTTACAGGTGCCCATCAGTTCAACTACTCCACCGGTTTCTTTGGAGAACAG G TAAAAGATCATGC 
ACCACCTCTTCCTGCAATATCTCCTGCTTTAACAAAAGAAGAGGATGCCAAGC GCGCTGATCCCTCC 
AAAGTTACAAAGAGTGTTGAGATTGATGAACAAATTTCTTTGAGTTTACCAAATAA TCAAATTCTGTAG 
ATATGGGATCAAACGATACTGCAGCTTCCTCTGATTCCAAATCTGGGGCTGTGCAAAGTTCTTCTAGTCA 
GTCCCACGATGATACCAAGAATGCGCCAGTTGATACAGGCTGTGATCTCTACCA GG AGTTGGATTTAT 
GATAAAACAGGGCCATTATACACAAACAATACGTGCCCTGTATTGACACAGATGCAGAATTGCCAGGGGA 
ATGGGAGGCCTGACAAGGAGTATGAGAATTGGCGATGGAAGCCCTCTCAGTG GACATCCCTCGATTTGA 
TCCAAAGAAAATTTCTGGAGTTAATGAGAGGGAAAGACACTAGCTTTCATTGGTGA TCAGTTGCTTCGA 
AACCAGTTTGAATCAATGCTGTGCA 
 
>1163-94-(6-15-06)_C05 
CAAGTATCATATGCTGTTGGTAAGGACTCAAGGATTGGACCCAAGTTCCTCAA G TAGTGTTGGTTTCG 
GTGGATCCTGCTTCCAGAAGGATATTTTGAATCTTGTTTACATCTGTGAGTA TGGCCTTCCTGAGGT 
GGCAGAGTACTGGAAACAAGTCATCAAGATCAATGATTACCAAAAGAACCGCTTTGT AACCGTGTTGTT 
GCCTCCATGTTTAACACAGTTTCAAATAAGAAGATTGCTGTTTTGGGATTTCT CAAGAAAGATACTG 
GTGACACAAGAGAGACCCCAGCCATTGATGTGTGCAAGGGGCTATTGGGAGACAAGGCCCGGCTGAGCAT 
ATATGATCCACAGGTCACTGAAGACCAGATTCAGAGGGACCTTACAATGGAGTTTACTTGGGATCAT 
CCTATTCACCTCCAGCCAATGAGCCCCTCCACTGTGAAGCAAGTGAGTGTGTT G AAGCTTATGAGG 
CAACAAAGGATGCCCATGGTATCTGCATTCTGACTGAGTGGGATGAGTTCAAGACA TTGATTACAAGAG 
GATATATGATAACATGCAGAAACCAGCTTTTGTATTTGATGGCAGGAACGTAGTT ATGTGGAAAAGCTG 
CGTGAGATTGGTTTTATTGTGTACTCAATTGGTAAGCCCCTGGATCCATGGTAAAAGACATGCCCGCTG 
TGGCATAGAAGAAATGCATTGGAGTGGCTTATGCCGGGAGCCAAGGAATTATA TTGGAGACAATCAGTT 
TGATTCTTTACAATTTTTTAATGATTTCCACTTTTCCTTACTTTCGCACGGCA TAAGAGTATTTGTATA 
ATTCTGGTGAAAGTAAGAGCCTCTATGTTTTGCCTTATATTGTATTCCAAGTTGAACTTCATTGATCATT 
TATTTTGTTTGATCGGG 
 
>1166-94-(6-15-06)_E05 
TGCCCCGCATGCATATGGTCACTTCTCTTAAAATATATGAATGTCCAAGCAT GTATCCTTACCAGAAGA 
GGGCTTGCCGACAAACCTAAAGCAACTTTCGTTGAGAGGGATGACTATCTGTA G AAGTATTTGAATGG 
GGATTACACAGACTCTCATCTCTTACACGTCTCACCATTTTTGGTGATGAATT GGATTGGCAGTCGT 
TTCCTGAGGAGGAAGATGGGAAGATGATGCTGCTGCTACCTACCTCTCTAAC ACCTGTCGATTGACGA 
ATTTCCAGATATAGTGTTCCTATCCTCCAAGGTATTTCAAAACCTCTCTTCACTTGAACAACTGTGGATC 
TGGAAGTGCCCTAAACTCGCATCCCTCCCAGAGAACGGCCTGCCTCCCTCACTT TGCAACTACAAATTT 
TTGAATGTCCAGTGCTGAAACAAAACTGCAAGAAAGGAAAAGGGCAAGAGTGGTTGAAGAATATCATCAA 
CATCCCTTGCGTTGAGATTGATGGGAGATCCATCTACGAGCTGCAGGAGGAG AGCAGCAATAATTGTGT 
AAAACAGAGAGAGCAAAACGTACAGAAATATACATATTTACTCCCTCAAGTGTTGCAGCAGAGGCTATCT 
TCTCAACTCCTAAAAATTCTTCTCAAATTCCTAAAATTTGGAGGTTATATATCG GTTGTGGAACATGTT 
TATCTGTGGGCATGTACGGAATGAAGGGATGGGTTTTTAATACTATGCTTGAGTGGCTGAGTCAAATGTT 
ATTTTAACTAGAGATCATGCCTTGGCCTTGAATAGATGATAGAAGCATTGTCCTATGTTCTACAGATG 
GGCAGGTTTTTTTTGGGTTAATAACTCTTTGGGC 
 
>1167-94-(6-15-06)_F05 
CACACTCACTCTGCGTGATGGAGGGAGTCGGGTCGAGACTTGGCCGGGCTTATCC GGTACGGCACAGC 
CACCGCAGTGTTCACCGGCCCAGTCAGGAAGTGGAAGAAGAAGTGGGTCCAC TC TCAATCCACCCTC 
ACTTACCAAAACAACTCCAACTCTCACTCCCACTCCCAATCCCAATCCACCA ACCACCATCAACA 
ACAACAACAGTGGCTCTCGCCTCATCCTTTGCCGGTGGACCCCTCTCTCTCCAC C TGCTGCTGCCGC 
CGCCGCCGCTGACTCCGGCTCCGGCTCTGCTGACGAGCCCCCCAGAAGAAAGTTCCGCTACACCCCAATT 
GCGGTGCTAGAAGAGCAGAAAAGGGCAGTTGTAAAAAAGGCTGAAGATGAAGCTATC CAAGTGAGACCA 
ACCAATCTATGAGGCTGAACAGCGATGAAGTTTTGAAGGAAGAAACTCAGGT CAGATAAGCCATCT 
GGATTTGGGTTTGTGCTTAACAGGCCCCAATAGCAACGTTGATTCTGTTGGCCAGAACAGAGAGACTCAA 
TTGGAGAGTGCCAGCTTAAGTGGTTTTGGTCAACACATTGAGGTTCAGAATTTCTGAAGACAAACTGAC 
CTGAAACATTGCTTAATGCAATAACATGAAGTCAGCTTTTGGGGACTTTTGTGACCACTGCACTGTTATC 
331 
 
 
GTTCAATCTCTATATGAACGAGATACTGGTTAATCTTGTAATTAAGTCACAG CTTTGGTAAATCCAGCA 
TCACCTATATATAGTTAGGCTAGTAAGTTTTAGTAGCATGTAATGAAAAGCAAAT GTGGCTTGACTGTT 
TTATTGCCTGTATATGTTGTTCACCTCTGCAGCTAGTTAACACCTCTATGCTCAT CCA 
 
>1169-94-(6-15-06)_G05 
GACGAGAATGAAGGAGGGTCAGAAGGACATTTACTATATTACCGGTGAGAGCAAGA GCGGTGGAGAAT 
TCACCATTCTTGGAGAGGCTTAAGAAGAAGGGTTATGAGGTGCTATATATGG TGATGCCATTGATGAGT 
ATGCTGTTGGGCAGTTAAAGGAGTACGATGGTAAGAAATTGGTATCTGCTACAAAGGAGGGTTTGAAGCT 
TGACGATGAGACTGAAGAAGAGAAGCAGAAAAAGGAGGAGAAAAAGAAGTCTTTCGAGAACTTGTGCAAG 
ACCATTAAGGACATCTTGGGAGACAAGGTTGAGAAGGTTGTTGTTTCTGACAGAATTGTAGACTCTCCTT 
GTTGTCTGGTGACTGGGGAGTACGGCTGGACCGCAAACATGGAGAGGATCATGAAGG TCAGGCACTGAG 
AGATAATAGCATGGGCGGTTACATGTCAAGCAAAAAGACAATGGAGATTAACCC GACAATGGCATAATG 
GAGGAGCTGAGAAAGAGAGCTGAGGCTGATAAGAATGACAAGTCTGTCAAGGATCTTGTGTTGCTGCTCT 
TTGAGACTGCCCTCTTGACTTCTGGTTTCAGCCTTGATGAACCCAACACTTTTGCTGCTAGAATTCACAG 
GATGTTGAAGCTTGGTCTTAGCATCGATGAGGAAGAGACCGGTGGTGACGATGCTGATATGCCTGCTTTG 
GAGGAGGATGCTGCTGAGGAGAGCAAGATGGAAGAAGTGGGATTAAGCTCCC AATTGGGAGTCCCCAG 
TCTTCAGTCTTTGTTATAGCTTTTGGTTATTAC 
 
>1170-94-(6-15-06)_H05 
ATCATGATATTGTACTGGATTTGCAAATTTATGGGTTGTCAGACTCTATGAAGTGCAAGGATGGAAAAAA 
AGATGAGAGTGTGGCAAATTCATCTTCTGGCCCTTCACTAATGATGAATGGTAGTGCTGGCAATATGAAC 
TCTAATTTCGTTCGTGCAAGTTCTGGTGAAGCTGGTTCTTTGGGATTGACCGG TTGCAAAATCTTGGAA 
ATACTTGTTTCATGAACAGTTCTCTGCAGTGCTTGGCCCACACACCAAAACTTGTCGACTATTTTCTTGG 
AGATTATGGTAGAGAAATAAATCATGACAACCAATTGGGCATGGATGGTGAGATTGCTTTAGCATTTGGA 
GATCTATTAAGGAAATTATGGGCTCCTGGAGCAGCTCCAGTGGCACCAAGATTATTTA GTCAAAGCTAG 
CTCGATTTGCTCCTCAATTCAGTGGATATAATCAGCATGATTCCCAAGAGCTCCT GCTTTTTTGTTCAC 
ATGGACTCCACGAAGATCTCAATCGTGTAAAATGCAAGCCTTATATAGAAGCCA G ATGGGGATGATCG 
GCCAGATAGAGAAGTAGCTGATGAATATTGGCGTAATCATTTGGCTCGCAAGACTCTATAATTGTTGAT 
GTATGCCAAGGTCAATATAAATCAACATTAGTTTGTCCTCTTTGCAGAAAGGTTTCTGTAACATTTGATC 
CATTCATGTACCTATCTCTACCTCTACCTTCAACAACAATGCGGACGATGATT AACACTATTGAATAC 
CAATGGGAATACTGCACCGTTCTCCATATACTATTACTGTGCCAAAGCATGAAAATGTGAAGATCTTAT 
CAAGGCTCTAGGCAGTGCATG 
 
>1171-94-(6-15-06)_A06 
GTTTCAATTGGGAAAGGTTTATTTCATTTCAAAGGGGACTCTAAGACTTGCTAA AAGCAGTTTAAGACA 
GTGAAAAATGATTATGAAATGACCTTGAATGAGAATTCTGAAGTAGAAGAGCTAGCAATGAAGAAACTT 
TTGTTCCTGAAACAACATTCAATTTTGTCCCAATTGATAGTTTAGGTCCTTATGTCAATGGGATGGAGCT 
TGTGGATGTCATTGGTGTTGTTCAAAATGTCTCCTCTACAATGAGCATTCGG GGAAGAGCAACAATGAT 
ACTATCCCAAAGCGTGATATTACTATTGCTGATGCGACTAAAAAGACAGTTGTG CTCCTTGTGGAATG 
ACCTTGCAACAAGTGTGGGGCAGGAATTGCTGGATATTGCAGATAAATCACCT AGTTGCAATCAAATC 
CCTTAAAGTTGGAGAATTTCAAGGTGTATCTTTGTCAACACTGAGCAGAAGTGTTGTGCTTGTAAATCCA 
GATTTACCTGAAGCAAAGAAGTTGAGATCGTGGTATGATTCTGAGGGTAAAGAAAGTTCAATGGCATCTG 
TCAGTTCTGGTATGAGTCCATCATCAAAGAGTGGTTCAAGGTCAATGTACTCTG TCGGGTCTCTCTTTC 
TCACATACAGAAGAACCCATCCTTGGGTGAGGAAAAGCCTGTATTTTTCAGCATTAGAGGATACATAAGC 
TTCATCAAGCCTGATCAGGCAATGTGGTACCGGGCTTGCAAAACTTGCAACAG A GTGACAGAGGCTT 
TGGGGGTCTGGGTATTGGTGTGAAGCATGCCAGAAAAATGATGAAGAGTGCATTT AAGATACATAATG 
GTAGTCAAAATTTCTGATGCAAGTGGTGAAGCTTTTTTTATCTGTCTTTAATGAGGAAGCGGAGAAAATT 
GTTGGGTGCTCTGCTGATGAGCT 
 
>1172-94-(6-15-06)_B06 
TTCCCTCGAGCCCATCTGAAATCCACATTTTGAGACCGACGACTGAGCAGCACAG AGAGAAAAAAAGA 
ATGGCGTCAGGTTGGGGAATCTCAATGAACAAAGGCCGATGCTACGATTTCTGGA CGACTTCAGCGAGT 
GCATGTCTCGCTGCCGTGAGCCCAAGGATTGTACTCTCCTCCGTGAAGACTACTTCGAATGTCTCCACCA 
CTCCAAAGAGTTCCGAAGAAGAAATCGGATTTACAAGGAGGAGCAGCGTCAGCTCCG GCAGCTTCACGA 
AAGGGCAAAGATGATGAAGAGGGTGTTGATAAACATCATCATTAGTCCGAAA TGATTATCTTCTTAATC 
TCGAGAATAAAGACTGTGAGGAGATGTTGTATTCATAACTTGTTTTATGTTAT C GCTTTTCTTCTCCT 
GGAATGTTATGCACTTCTTTGGCATGTGCAACGAGACTAAGATCAATTTGTTTTGCTAGCTGCGTATTGG 
332 
 
 
ACACTGATTTTCTTGGTAAATCTGGAATGTCCTGTTAAAGGGCAGTTTGAGAAT AATCCACTCACACT 
CACTGCAAAAAATTGAGTATTGCTAAATGGTACTTTTATGGTACCTTGTGTGT AGTGATCAGGTGAAG 
TTAATTTTGAATCCAAATATCAAAATTTCTAGCCATTCTGGATATACGAGTAA A ATTTTGGTAGCCTG 
CAAAGAGAATCAACAGGGAGACAAAAGGGAGCTAGAGGATTCAATGCATGCTAAGGTATTTTGTGCATCA 
ATATATGCATTATATCTCTCATGAACATATGGGTCTCATACGGTGTATGTACACTATAAAGCTTTCCATC 
TATTCATCCTTCCAATAAAATGCTAATTAGAAAAAATGTACTTTAATGTTAAAAA AAA 
 
>1174-94-(6-15-06)_D06 
ACACTTGTGAAAGTCTTTGATAAGGCCATTGAGTCGCGATTGGATAGGCGTTGTA A TTGTTGCCCTAG 
GAGGTGGTGTGATTGGTGACATGTGTGGCTATGCTGCTGCCTCTTTCCTCCG GG GTTAATTTCATTCA 
GATTCCTACGACGGTGATGGCACAGGTGGATTCCTCTGTTGGTGGCAAAACTGGG TAAACCACCGCCTT 
GGGAAGAACTTGATTGGTGCTTTTTACCAACCTCAATGTGTACTTATAGACC ACATTAAACACAT 
TGCCGGATAGGGAATTGGGATCGGGGCTTGCAGAGGTTATAAAGTATGGGCT CA GGATGCTGAATT 
TTTTGAGTGGCAGGAGAAGAATATGGAGGCATTAATGGCTAGGGATCCAAGTG ACTCACTTATGCTATA 
AAGCGATCATGTGAAAACAAGGCTGAGGTTGTGTCCTTGGATGAGAAGGAAGT CTGAGGGCAACAC 
TGAACTTGGGTCATACATTTGGCCATGCAATAGAAACTTCATTTGGCTATGGC ATGGCTCCATGGAGA 
AGCTGTTGCAGTTGGCATGGTCATGGCTGTTGACATGTCACATCGCCTTGGTTGGATTGATGATTCTATT 
GTGAAGCGAGTTCACAACATTCTGCAACGGGCTAAGTTGCCTACTACCCCTCCTGAAATGATGACTGTGG 
AGATGTTCAAGTCTGTTATGGCTGTTGATAAGAAGGTAGCTGATGGACTACTA GGCTCATCCTTCTAAA 
AGGTCCTCTAGGCAATTGTGTTTTTACTGGTGATTATGATAGAAAGGCCCTATGAAACACTCCGTGCA 
TTTGTTAAGTCCTGATTTGAGATCTGAAGCTGACTTTTCTCCGCAGCGTGCAAA TTTGTACCACATCTC 
TCTCATTGTG 
 
>1178-94-(6-15-06)_E06 
CTTACAGAAAAAAGAATTTTTGTTTGATATACTTAATAGGATAAACTCCATGGTATTGTTAAATCTGAA 
ACCCCAATTTCAATGGAGTCTGTGGGCCAGATGTTTGGATTTCTATTATATG CCGAATATGCTGCAA 
AGGCCGATGGAAGCGTTCTATCAATACCAAAGGTTCATGACAGAGCTCAAGTTTTTATATCATGCTCTTC 
TGAAGATAATGGTGGCAGACCAATATTTGTTGGTACAATGGAAAGATGGTCAAATCAAACGCTTGGCCTT 
CCTAAAATTAAATGCATCTCCAACATCAGCTTATATGTTTTGGTTGAAAATATGGGTCGTGTAAATTACG 
GGTCATACATATTTGACAGGAAGGGTATTTTGTCTTCTGTTTATCTGGATGGGAGAATTCTGAAAGGATG 
GAAAATGCTCTCATTTCCTTATAACAATCTGAATGAGGTCCCAAAAACCAATC TGTCATTGCATATTCT 
GAATCCATAGAAAAATCAGCCCGCAGAAAAGCCAAAGAGAATGTTTCAAAAGAACCATCATTCTATGCCG 
GCCATTTCTCTATTGACAAAGAAAATGATATTAAAGACACATTCATATCATTCAATGGTTGGGGTAAAGG 
CATTGCATTTGTCAATGAATTTAATATAGGAAGATATTGGCCGATGAGGGGACCACAATGCAGCCTTTAT 
GTCCCTGCTCCAGTTCTTAAGCAAGGGGAAAATGTTGTGGTTGTACTTGAGTTAGA TCTCCAAGCCCTA 
AACTTGTGATACACTCAGTTGATCAGCCAGACTTCACATGTCAGTTGACCAGCCAG CTTCAAATGAAGA 
TCAAGTAAATTGAATATGCATTGG 
 
>1179-94-(6-15-06)_F06 
GAGCCAGTCCTCTCACCCAGGGCATCATCATTACACAAGCCCTTCGTCAACGC GCTTCCACACTCATAG 
GCTCGTCTCTCTCTTTGGTGAGCGATAAAAGGTTGGGTCATTGTTGTTGTAGTAGTTGCAGTAGTAGAAC 
AAGAGTGTCAATGGCAACCAAGGGTGAGGTGAAGAAGGAGGTGTTTGAATCGGAGGAGGATCTGGCTGTG 
TCTCTCGCCAAGTACACTGCTCAGCTGTCTGATAAGTTTTGTAAAGAGAGAGAGCTTTCACTGTCGTTT 
TGTCTGGTGGGTCTCTCATCAATTCCCTCAGGAAACTAGTGGAACCCCCGTA ATT ATTCGATTGAATG 
GTCGAAATGGCATGTCTTTTGGTTGGATGAGAGAGTGGTGCCAAAGGATCAT A GACAGTAACTATAAG 
CTTGCTTATGATGGGCTTCTTTCTAAGGTACCAATCCTCCCTGGCAATGTTTATGCCATCAATGATGCCC 
TGTCGGCTGAGGCTGCAGCTGAAGATTATGAGACACGTCTCAGACATTTGGTTAAGA CAATGTTATATT 
ATCAGCAGCTAGTGGGTTTCCAAAGTTTGATCTCCAGCTGCTGGGTATGGGCCCAGATGGACATGTGGCT 
TCTTTATTCCCAGGCCACCCTCTCCTCAAAGAGAATGAAAAATGGGTTACCTTCATTAAGGACTCGCCAA 
AACCACCTCCAGAAAGAATTACTTTTACCTTTCCAGTGATCAACTCGTCTGA A ATTGCCCTTGTGGT 
GACTGGTGCTGCTGAAGCTGGAGCAGTGCAAAATGCTTTAGGAAATAGTCAA TTCTGAGAAGCTGCCT 
GTTGCAATGGTTTCACCTGAAGGGGAGTTGGCTTGGTTTCTTGGATACGGCTGCA CTTCAAAGC 
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APPENDIX F: Contig Information 
 
Name Length Status Frag 
Non-
ambiguous 
bases Type 
Contig 1 836  'Assembly 1' 3 99.64% Contig 
0181-94-E09(5-5-06) 594 In contig 'Contig 1'     Frag 
0181-94-F04(5-10-06) 721 In contig 'Contig 1'     Frag 
1195-94-(6-15-06)_G07 835 In contig 'Contig 1'     Frag 
Contig 2 912  'Assembly 1' 3 99.45% Contig 
1199-94-(6-15-06)_H07 835 In contig 'Contig 2'     Frag 
0441-94-(6-16-06)_A03 817 In contig 'Contig 2'     Frag 
0441-94-(6-27-06)_F06 910 In contig 'Contig 2'     Frag 
Contig 3 878  'Assembly 1' 2 100.00% Contig 
1303p_C05 617 In contig 'Contig 3'     Frag 
1303-94-(6-16-06)_E06 841 In contig 'Contig 3'     Frag 
Contig 4 829  'Assembly 1' 2 100.00% Contig 
1304_E03 523 In contig 'Contig 4'     Frag 
1304-94-(6-16-06truncated)_F06 452 In contig 'Contig 4'     Frag 
Contig 5 891  'Assembly 1' 2 99.89% Contig 
1309p_A06 671 In contig 'Contig 5'     Frag 
1309-94-(6-16-06)_C07 890 In contig 'Contig 5'     Frag 
Contig 6 797  'Assembly 1' 4 99.37% Contig 
0013_C03 762 In contig 'Contig 6'     Frag 
0001_A01 710 In contig 'Contig 6'     Frag 
0014_D03 752 In contig 'Contig 6'     Frag 
0002_B01 794 In contig 'Contig 6'     Frag 
Contig 7 973  'Assembly 1' 4 99.90% Contig 
2_D02 557 In contig 'Contig 7'     Frag 
0002_E04 474 In contig 'Contig 7'     Frag 
0002for_B04(4-20-06) 705 In contig 'Contig 7'     Frag 
0002rev_C04(4-20-06) 779 In contig 'Contig 7'     Frag 
Contig 8 928  'Assembly 1' 4 99.68% Contig 
0004_G04 476 In contig 'Contig 8'     Frag 
0004for(4-20-06)_F04 695 In contig 'Contig 8'     Frag 
0004p_F06 636 In contig 'Contig 8'     Frag 
0004-94-G04(4-20-06) 734 In contig 'Contig 8'     Frag 
Contig 9 1036  'Assembly 1' 3 99.90% Contig 
0005-94-A05(4-20-06) 706 In contig 'Contig 9'     Frag 
0005p_G06 673 In contig 'Contig 9'     Frag 
0005for_H04' 696 In contig 'Contig 9'     Frag 
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Contig 10 1095  'Assembly 1' 19 97.90% Contig 
0005_E01 519 In contig 'Contig 10'     Frag 
0001-93_C06(4-10-06) 663 In contig 'Contig 10'     Frag 
0001-94-(4-6-06)_C02 630 In contig 'Contig 10'     Frag 
0006_F01 547 In contig 'Contig 10'     Frag 
0006_D02 716 In contig 'Contig 10'     Frag 
0009_G02 712 In contig 'Contig 10'     Frag 
0002_H01 702 In contig 'Contig 10'     Frag 
0003_C01 624 In contig 'Contig 10'     Frag 
0004_D01 606 In contig 'Contig 10'     Frag 
0011_A03 606 In contig 'Contig 10'     Frag 
0003_A02 658 In contig 'Contig 10'     Frag 
0007_E02 671 In contig 'Contig 10'     Frag 
0010_H02 671 In contig 'Contig 10'     Frag 
0004_B02 689 In contig 'Contig 10'     Frag 
0005_C02 684 In contig 'Contig 10'     Frag 
0008_F02 685 In contig 'Contig 10'     Frag 
0001-93_G01 667 In contig 'Contig 10'     Frag 
0012_B03 681 In contig 'Contig 10'     Frag 
0001-94_A04(4-20-06) 757 In contig 'Contig 10'     Frag 
Contig 11 1035  'Assembly 1' 3 99.13% Contig 
0009-94_003(5-31-06) 821 In contig 'Contig 11'     Frag 
0009-94-(6-27-06best)_B01 999 In contig 'Contig 11'     Frag 
0009_93-H12(4-21-06) 589 In contig 'Contig 11'     Frag 
Contig 12 940  'Assembly 1' 2 100.00% Contig 
0025_A01(For4-28-06) 556 In contig 'Contig 12'     Frag 
0025-94-(6-27-06)_C01 940 In contig 'Contig 12'     Frag 
Contig 13 762  'Assembly 1' 2 100.00% Contig 
0027-93-F10(4-21-06) 727 In contig 'Contig 13'     Frag 
0014-93-C12(4-21-06) 705 In contig 'Contig 13'     Frag 
Contig 14 1035  'Assembly 1' 2 99.71% Contig 
0034-94-A02(4-28-06) 476 In contig 'Contig 14'     Frag 
0034-94-(6-27-06)_D01 1035 In contig 'Contig 14'     Frag 
Contig 15 1076  'Assembly 1' 4 99.35% Contig 
0035-94-B02(4-28-06) 723 In contig 'Contig 15'     Frag 
1091-94-(6-14-06)_A10 788 In contig 'Contig 15'     Frag 
1091-94-(6-2-06)_A12 868 In contig 'Contig 15'     Frag 
0035-93-F09(4-21-06) 682 In contig 'Contig 15'     Frag 
Contig 16 834  'Assembly 1' 7 99.88% Contig 
0201-94-A12(5-5-06) 667 In contig 'Contig 16'     Frag 
0066-94-A06(4-28-06) 704 In contig 'Contig 16'     Frag 
0038-94-(6-12-06)_B01 735 In contig 'Contig 16'     Frag 
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0093-94-D09(4-28-06) 656 In contig 'Contig 16'     Frag 
0038-94-E02(4-28-06) 725 In contig 'Contig 16'     Frag 
0201-94-B07(5-10-06) 766 In contig 'Contig 16'     Frag 
0066-94-(6-12-06)_C02 833 In contig 'Contig 16'     Frag 
Contig 17 840  'Assembly 1' 2 99.76% Contig 
0039-94-F02(4-28-06) 717 In contig 'Contig 17'     Frag 
0039-94-(6-12-06)_C01 840 In contig 'Contig 17'     Frag 
Contig 18 995  'Assembly 1' 3 100.00% Contig 
0040-94-B01(5-9-06best) 711 In contig 'Contig 18'     Frag 
0040-94(5-31-06)_003 877 In contig 'Contig 18'     Frag 
0040-93-A09(4-21-06) 724 In contig 'Contig 18'     Frag 
Contig 19 1002  'Assembly 1' 2 100.00% Contig 
0041-94-H02(4-28-06) 691 In contig 'Contig 19'     Frag 
0041-94-(6-27-06)_F01 1002 In contig 'Contig 19'     Frag 
Contig 20 879  'Assembly 1' 2 100.00% Contig 
0043-94-B03(4-28-06) 725 In contig 'Contig 20'     Frag 
0043-93-F08(4-21-06) 638 In contig 'Contig 20'     Frag 
Contig 21 1030  'Assembly 1' 3 100.00% Contig 
0044-94-C01(5-9-06) 729 In contig 'Contig 21'     Frag 
0044-94(5-31-06)_005 902 In contig 'Contig 21'     Frag 
0044-94-(6-27-06best)_G01 1029 In contig 'Contig 21'     Frag 
Contig 22 1407  'Assembly 1' 3 100.00% Contig 
0049-94-H03(4-28-06) 714 In contig 'Contig 22'     Frag 
0049-94-(6-12-06)_D01 839 In contig 'Contig 22'     Frag 
0049-93-H07(4-21-06) 692 In contig 'Contig 22'     Frag 
Contig 23 1040  'Assembly 1' 2 100.00% Contig 
0050-94-(6-12-06)_E01 898 In contig 'Contig 23'     Frag 
0050-94-(6-27-06)_H01 1040 In contig 'Contig 23'     Frag 
Contig 24 1170  'Assembly 1' 2 100.00% Contig 
0051-94-B04(4-28-06) 663 In contig 'Contig 24'     Frag 
0051-93-F07(4-21-06) 644 In contig 'Contig 24'     Frag 
Contig 25 1375  'Assembly 1' 3 100.00% Contig 
0057-94-H04(4-28-06) 610 In contig 'Contig 25'     Frag 
0057-94-(6-12-06)_G01 769 In contig 'Contig 25'     Frag 
0057-93-H06(4-21-06) 659 In contig 'Contig 25'     Frag 
Contig 26 1037  'Assembly 1' 2 99.90% Contig 
0058-94-(6-12-06Poor 
intensity)_H01 729 In contig 'Contig 26'     Frag 
0058-93-G06(4-21-06) 572 In contig 'Contig 26'     Frag 
Contig 27 908  'Assembly 1' 3 98.46% Contig 
0059-94-(6-12-06)_A02 820 In contig 'Contig 27'     Frag 
0059-93-F06(4-21-06) 761 In contig 'Contig 27'     Frag 
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0059-94-(6-15-06)_B08 908 In contig 'Contig 27'     Frag 
Contig 28 875  'Assembly 1' 2 98.97% Contig 
0061-94-D05(4-28-06) 751 In contig 'Contig 28'     Frag 
0061-93-D06(4-21-06) 662 In contig 'Contig 28'     Frag 
Contig 29 825  'Assembly 1' 2 99.88% Contig 
0064-94-G05(4-28-06) 717 In contig 'Contig 29'     Frag 
0064-94-(6-12-06)_B02 825 In contig 'Contig 29'     Frag 
Contig 30 1358  'Assembly 1' 3 100.00% Contig 
0067-94-B06(4-28-06) 673 In contig 'Contig 30'     Frag 
0067-94-(6-12-06)_D02 862 In contig 'Contig 30'     Frag 
0067-93-F05(4-21-06) 663 In contig 'Contig 30'     Frag 
Contig 31 1296  'Assembly 1' 3 100.00% Contig 
0068-94-E01(5-5-06) 224 In contig 'Contig 31'     Frag 
0068-94-E01(5-9-06best) 725 In contig 'Contig 31'     Frag 
0068-93-E05(4-21-06) 726 In contig 'Contig 31'     Frag 
Contig 32 862  'Assembly 1' 2 100.00% Contig 
0073-94-H06(4-28-06) 575 In contig 'Contig 32'     Frag 
0073-93-H04(4-21-06) 677 In contig 'Contig 32'     Frag 
Contig 33 944  'Assembly 1' 2 99.89% Contig 
0076-94-C07(4-28-06) 735 In contig 'Contig 33'     Frag 
0076-93-E04(4-21-06) 588 In contig 'Contig 33'     Frag 
Contig 34 1299  'Assembly 1' 2 100.00% Contig 
0077_D04(Rev4-21-06) 685 In contig 'Contig 34'     Frag 
0077-94-D07(4-28-06) 693 In contig 'Contig 34'     Frag 
Contig 35 869  'Assembly 1' 2 100.00% Contig 
0078-94-E07(4-28-06) 700 In contig 'Contig 35'     Frag 
0078-94-(6-27-06)_A02 869 In contig 'Contig 35'     Frag 
Contig 36 863  'Assembly 1' 2 100.00% Contig 
0079-94-F07(4-28-06) 702 In contig 'Contig 36'     Frag 
0079-94-(6-12-06)_E02 863 In contig 'Contig 36'     Frag 
Contig 37 808  'Assembly 1' 2 100.00% Contig 
0080-94-G07(4-28-06) 488 In contig 'Contig 37'     Frag 
0080-94-(6-12-06)_F02 808 In contig 'Contig 37'     Frag 
Contig 38 1384  'Assembly 1' 3 99.86% Contig 
0081-94-H07(4-28-06) 677 In contig 'Contig 38'     Frag 
0081-94-(6-12-06)_G02 829 In contig 'Contig 38'     Frag 
0081-93-H03(4-21-06) 690 In contig 'Contig 38'     Frag 
Contig 39 830  'Assembly 1' 2 100.00% Contig 
0082-94-A08(4-28-06) 672 In contig 'Contig 39'     Frag 
0082-94-(6-12-06)_H02 830 In contig 'Contig 39'     Frag 
Contig 40 924  'Assembly 1' 2 99.89% Contig 
0083-94-B08(4-28-06) 711 In contig 'Contig 40'     Frag 
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0083-94-(6-12-06)_A03 924 In contig 'Contig 40'     Frag 
Contig 41 768  'Assembly 1' 2 99.87% Contig 
0033-94-H01(4-28-06) 659 In contig 'Contig 41'     Frag 
0084-94-C08(4-28-06) 768 In contig 'Contig 41'     Frag 
Contig 42 1037  'Assembly 1' 4 99.90% Contig 
0088-94-G01(5-5-06) 524 In contig 'Contig 42'     Frag 
0088-94-G01(5-9-06best) 704 In contig 'Contig 42'     Frag 
1053-94-(6-2-06)_D07 805 In contig 'Contig 42'     Frag 
0088-93-A03(4-21-06) 705 In contig 'Contig 42'     Frag 
Contig 43 947  'Assembly 1' 2 99.79% Contig 
0089-94-H08(4-28-06) 676 In contig 'Contig 43'     Frag 
0089-93-H02(4-21-06) 687 In contig 'Contig 43'     Frag 
Contig 44 1091  'Assembly 1' 2 99.91% Contig 
0090-94-(6-12-06)_B03 865 In contig 'Contig 44'     Frag 
0090-93-G02(4-21-06) 551 In contig 'Contig 44'     Frag 
Contig 45 821  'Assembly 1' 2 100.00% Contig 
0092-94-C09(4-28-06) 582 In contig 'Contig 45'     Frag 
0092-94-(6-12-06)_C03 821 In contig 'Contig 45'     Frag 
Contig 46 881  'Assembly 1' 3 100.00% Contig 
0094-94-E09(4-28-06) 701 In contig 'Contig 46'     Frag 
0094-94-(6-12-06)_D03 849 In contig 'Contig 46'     Frag 
0094-93-C02(4-21-06) 678 In contig 'Contig 46'     Frag 
Contig 47 884  'Assembly 1' 2 100.00% Contig 
0096-94-G09(4-28-06) 739 In contig 'Contig 47'     Frag 
0096-94-(6-12-06)_E03 884 In contig 'Contig 47'     Frag 
Contig 48 946  'Assembly 1' 5 99.47% Contig 
0236-94-E11(5-10-06) 530 In contig 'Contig 48'     Frag 
0098-94-(6-12-06)_F03 869 In contig 'Contig 48'     Frag 
0742-94-(6-7-06)_B06 842 In contig 'Contig 48'     Frag 
0236-94-(6-16-06)_D09 809 In contig 'Contig 48'     Frag 
0098-93-(4-21-06)_G01 365 In contig 'Contig 48'     Frag 
Contig 49 1061  'Assembly 1' 2 100.00% Contig 
0101-94-D10(4-28-06) 621 In contig 'Contig 49'     Frag 
0101-93-D01(4-21-06) 614 In contig 'Contig 49'     Frag 
Contig 50 961  'Assembly 1' 2 99.69% Contig 
0102-94-E10(4-28-06) 712 In contig 'Contig 50'     Frag 
0102-93-C01(4-21-06) 693 In contig 'Contig 50'     Frag 
Contig 51 1137  'Assembly 1' 2 100.00% Contig 
0103-94-F10(4-28-06) 700 In contig 'Contig 51'     Frag 
0103-93-B01(4-21-06) 637 In contig 'Contig 51'     Frag 
Contig 52 866  'Assembly 1' 2 99.77% Contig 
0104-94-H01(5-9-06) 674 In contig 'Contig 52'     Frag 
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0104-94-(6-12-06)_H03 866 In contig 'Contig 52'     Frag 
Contig 53 924  'Assembly 1' 3 99.89% Contig 
0108-94-(6-12-06Truncated)_B04 661 In contig 'Contig 53'     Frag 
0108-94-C11(4-28-06) 629 In contig 'Contig 53'     Frag 
0108-94-(6-14-06)_D01 923 In contig 'Contig 53'     Frag 
Contig 54 860  'Assembly 1' 2 99.53% Contig 
0109-94-D11(4-28-06) 679 In contig 'Contig 54'     Frag 
0109-94-(6-12-06)_C04 858 In contig 'Contig 54'     Frag 
Contig 55 864  'Assembly 1' 2 99.88% Contig 
0114-94-A12(4-28-06) 711 In contig 'Contig 55'     Frag 
0114-94-(6-12-06)_F04 864 In contig 'Contig 55'     Frag 
Contig 56 743  'Assembly 1' 2 100.00% Contig 
0116-94-C12(4-28-06) 677 In contig 'Contig 56'     Frag 
0116-94-(6-12-06)_G04 743 In contig 'Contig 56'     Frag 
Contig 57 876  'Assembly 1' 2 100.00% Contig 
0125-94-E02(5-9-06) 706 In contig 'Contig 57'     Frag 
0125-94-(6-12-06)_H04 876 In contig 'Contig 57'     Frag 
Contig 58 696  'Assembly 1' 2 100.00% Contig 
0126-94-F02(5-9-06) 646 In contig 'Contig 58'     Frag 
0070_E06(For4-28-06) 546 In contig 'Contig 58'     Frag 
Contig 59 768  'Assembly 1' 3 100.00% Contig 
0145-94-A05(5-9-06best) 670 In contig 'Contig 59'     Frag 
0031-94-F01(4-28-06) 732 In contig 'Contig 59'     Frag 
0145-94-A05(5-5-06redo) 598 In contig 'Contig 59'     Frag 
Contig 60 681  'Assembly 1' 2 100.00% Contig 
0150-94-F05(5-9-06best) 671 In contig 'Contig 60'     Frag 
0150-94-F05(5-5-06) 663 In contig 'Contig 60'     Frag 
Contig 61 785  'Assembly 1' 3 97.71% Contig 
0151-94-G05(5-9-06) 677 In contig 'Contig 61'     Frag 
0142-94-F04(5-9-06) 544 In contig 'Contig 61'     Frag 
0069-94-D06(4-28-06) 652 In contig 'Contig 61'     Frag 
Contig 62 749  'Assembly 1' 2 100.00% Contig 
0153-94-A06(5-9-06best) 749 In contig 'Contig 62'     Frag 
0153-94-A06(5-5-06) 697 In contig 'Contig 62'     Frag 
Contig 63 708  'Assembly 1' 2 100.00% Contig 
0155-94-C06(5-9-06best) 708 In contig 'Contig 63'     Frag 
0155-94-C06(5-5-06) 604 In contig 'Contig 63'     Frag 
Contig 64 761  'Assembly 1' 2 100.00% Contig 
0157-94-E06(5-9-06best) 733 In contig 'Contig 64'     Frag 
0157-94-E06(5-5-06) 724 In contig 'Contig 64'     Frag 
Contig 65 1299  'Assembly 1' 4 99.62% Contig 
0158-94-F06(5-5-06) 655 In contig 'Contig 65'     Frag 
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0158-94-F06(5-9-06best) 754 In contig 'Contig 65'     Frag 
1001-94-(6-2-06)_A01 945 In contig 'Contig 65'     Frag 
0715-94-(6-7-06)_G02 851 In contig 'Contig 65'     Frag 
Contig 66 870  'Assembly 1' 2 99.77% Contig 
0160_H06(5-5-06) 769 In contig 'Contig 66'     Frag 
0160-94-(6-16-06)_G07 870 In contig 'Contig 66'     Frag 
Contig 67 955  'Assembly 1' 3 100.00% Contig 
0165-94-E07(5-5-06) 573 In contig 'Contig 67'     Frag 
0165-94-(6-16-06)_H07 897 In contig 'Contig 67'     Frag 
1048-94-(6-2-06)_G06 903 In contig 'Contig 67'     Frag 
Contig 68 848  'Assembly 1' 2 99.76% Contig 
0166-94-F07(5-5-06) 577 In contig 'Contig 68'     Frag 
0166-94-(6-16-06)_A08 848 In contig 'Contig 68'     Frag 
Contig 69 912  'Assembly 1' 2 99.34% Contig 
0167-94-G07(5-5-06) 551 In contig 'Contig 69'     Frag 
0167-94-(6-16-06)_B08 910 In contig 'Contig 69'     Frag 
Contig 70 769  'Assembly 1' 2 99.87% Contig 
0168-94-A03(5-10-06best) 769 In contig 'Contig 70'     Frag 
0168-94-H07(5-5-06) 685 In contig 'Contig 70'     Frag 
Contig 71 731  'Assembly 1' 2 100.00% Contig 
0170-94-C03(5-10-06) 731 In contig 'Contig 71'     Frag 
0170-94-B08(5-5-06) 722 In contig 'Contig 71'     Frag 
Contig 72 741  'Assembly 1' 2 100.00% Contig 
0171-94-D03(5-10-06) 711 In contig 'Contig 72'     Frag 
0171-94-C08(5-5-06) 739 In contig 'Contig 72'     Frag 
Contig 73 896  'Assembly 1' 3 99.89% Contig 
0173-94-E08(5-5-06) 600 In contig 'Contig 73'     Frag 
0173-94-F03(5-10-06) 698 In contig 'Contig 73'     Frag 
0173-94-(6-16-06)_C08 895 In contig 'Contig 73'     Frag 
Contig 74 852  'Assembly 1' 2 100.00% Contig 
0174-94-G03(5-10-06) 735 In contig 'Contig 74'     Frag 
0758-94-(6-7-06)_B08 850 In contig 'Contig 74'     Frag 
Contig 75 708  'Assembly 1' 2 100.00% Contig 
0176-94-H08(5-5-06) 637 In contig 'Contig 75'     Frag 
0176-94-A04(5-10-06) 708 In contig 'Contig 75'     Frag 
Contig 76 859  'Assembly 1' 2 100.00% Contig 
0183-94-G09(5-5-06) 674 In contig 'Contig 76'     Frag 
0183-94-(6-16-06)_F08 859 In contig 'Contig 76'     Frag 
Contig 77 749  'Assembly 1' 2 100.00% Contig 
0184-94-A05(5-10-06) 749 In contig 'Contig 77'     Frag 
0184-94-H09(5-5-06) 728 In contig 'Contig 77'     Frag 
Contig 78 999  'Assembly 1' 6 99.80% Contig 
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0135-94-G03(5-9-06) 599 In contig 'Contig 78'     Frag 
0135-94-G03(5-5-06best) 643 In contig 'Contig 78'     Frag 
0186-94-C05(5-10-06) 726 In contig 'Contig 78'     Frag 
0941-94-(6-15-06)_D03 771 In contig 'Contig 78'     Frag 
0333-94-(6-9-06)_B03 821 In contig 'Contig 78'     Frag 
0333-94-(6-27-06)_B04 985 In contig 'Contig 78'     Frag 
Contig 79 696  'Assembly 1' 2 100.00% Contig 
0189-94-F05(5-10-06) 696 In contig 'Contig 79'     Frag 
0189-94-E10(5-5-06) 579 In contig 'Contig 79'     Frag 
Contig 80 699  'Assembly 1' 2 99.86% Contig 
0190-94-F10(5-5-06) 569 In contig 'Contig 80'     Frag 
0190-94-G05(5-10-06) 698 In contig 'Contig 80'     Frag 
Contig 81 1276  'Assembly 1' 2 100.00% Contig 
0191-94-H05(5-10-06) 685 In contig 'Contig 81'     Frag 
0152-94-H05(5-9-06best) 671 In contig 'Contig 81'     Frag 
Contig 82 709  'Assembly 1' 2 100.00% Contig 
0193-94-B06(5-10-06) 709 In contig 'Contig 82'     Frag 
0193-94-A11(5-5-06) 664 In contig 'Contig 82'     Frag 
Contig 83 872  'Assembly 1' 2 100.00% Contig 
0194-94-C06(5-10-06) 672 In contig 'Contig 83'     Frag 
0194-94-(6-16-06)_G08 872 In contig 'Contig 83'     Frag 
Contig 84 703  'Assembly 1' 2 100.00% Contig 
0196-94-D11(5-5-06) 703 In contig 'Contig 84'     Frag 
0196-94-E06(5-10-06) 680 In contig 'Contig 84'     Frag 
Contig 85 728  'Assembly 1' 2 100.00% Contig 
0197-94-F06(5-10-06) 726 In contig 'Contig 85'     Frag 
0197-94-E11(5-5-06) 714 In contig 'Contig 85'     Frag 
Contig 86 774  'Assembly 1' 2 100.00% Contig 
0202-94-C07(5-10-06) 774 In contig 'Contig 86'     Frag 
0202-94-C12(5-5-06) 683 In contig 'Contig 86'     Frag 
Contig 87 747  'Assembly 1' 2 100.00% Contig 
0203-94-D07(5-10-06) 713 In contig 'Contig 87'     Frag 
0203-94-D12(5-5-06) 747 In contig 'Contig 87'     Frag 
Contig 88 725  'Assembly 1' 2 100.00% Contig 
0204-94-E07(5-10-06) 725 In contig 'Contig 88'     Frag 
0204-94-E12(5-5-06) 635 In contig 'Contig 88'     Frag 
Contig 89 1059  'Assembly 1' 3 99.81% Contig 
0205-94-F12(5-5-06) 479 In contig 'Contig 89'     Frag 
0205-94-F07(5-10-06) 766 In contig 'Contig 89'     Frag 
0670-94-(6-6-06)_F09 864 In contig 'Contig 89'     Frag 
Contig 90 1001  'Assembly 1' 3 94.21% Contig 
0343-94-(6-12-06Truncated)_E06 368 In contig 'Contig 90'     Frag 
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0207-94-H07(5-10-06) 544 In contig 'Contig 90'     Frag 
0882-94-(6-5-06)_B11 857 In contig 'Contig 90'     Frag 
Contig 91 1012  'Assembly 1' 3 100.00% Contig 
0212-94-E08(5-10-06) 764 In contig 'Contig 91'     Frag 
0212-94-(6-16-06poor)_A09 893 In contig 'Contig 91'     Frag 
0212-94-(6-27-06)_D02 1010 In contig 'Contig 91'     Frag 
Contig 92 878  'Assembly 1' 2 100.00% Contig 
0216-94-A09(5-10-06) 756 In contig 'Contig 92'     Frag 
0386-94-(6-12-06)_C10 857 In contig 'Contig 92'     Frag 
Contig 93 890  'Assembly 1' 2 100.00% Contig 
0243-94-D12(5-10-06) 720 In contig 'Contig 93'     Frag 
0243-94-(6-16-06)_F09 854 In contig 'Contig 93'     Frag 
Contig 94 1138  'Assembly 1' 3 99.38% Contig 
0246-94-(6-16-06)_G09 886 In contig 'Contig 94'     Frag 
0246-94(5-31-06)_001 908 In contig 'Contig 94'     Frag 
0913-94-(6-14-06)_H11 822 In contig 'Contig 94'     Frag 
Contig 95 890  'Assembly 1' 3 99.66% Contig 
0248-94(5-31-06)_005 647 In contig 'Contig 95'     Frag 
0248-94-(6-12-06)_C05 855 In contig 'Contig 95'     Frag 
0248-94-(6-16-06)_H09 888 In contig 'Contig 95'     Frag 
Contig 96 899  'Assembly 1' 2 99.78% Contig 
0251-94(5-31-06)_011 826 In contig 'Contig 96'     Frag 
0251-94-(6-16-06)_A10 898 In contig 'Contig 96'     Frag 
Contig 97 1021  'Assembly 1' 2 99.71% Contig 
0253-94(5-31-06)_015 867 In contig 'Contig 97'     Frag 
0253-94-(6-27-06)_E02 1018 In contig 'Contig 97'     Frag 
Contig 98 903  'Assembly 1' 2 99.89% Contig 
0512-94-(6-8-06)_D02 806 In contig 'Contig 98'     Frag 
0258-94(5-31-06)_010 902 In contig 'Contig 98'     Frag 
Contig 99 906  'Assembly 1' 2 100.00% Contig 
0267-94(5-31-06)_011 334 In contig 'Contig 99'     Frag 
0267-94-(6-16-06)_C10 906 In contig 'Contig 99'     Frag 
Contig 100 836  'Assembly 1' 2 100.00% Contig 
0268-94-(6-16-06)_D10 836 In contig 'Contig 100'     Frag 
0268-94(5-31-06)_013 801 In contig 'Contig 100'     Frag 
Contig 101 920  'Assembly 1' 2 99.89% Contig 
0273-94(5-31-06)_008 811 In contig 'Contig 101'     Frag 
0273-94-(6-16-06)_E10 920 In contig 'Contig 101'     Frag 
Contig 102 898  'Assembly 1' 2 100.00% Contig 
0274-94-(6-16-06)_F10 857 In contig 'Contig 102'     Frag 
0274-94(5-31-06)_010 887 In contig 'Contig 102'     Frag 
Contig 103 882  'Assembly 1' 2 100.00% Contig 
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0277-94-(6-16-06)_G10 882 In contig 'Contig 103'     Frag 
0277-94(5-31-06)_016 865 In contig 'Contig 103'     Frag 
Contig 104 1002  'Assembly 1' 3 99.60% Contig 
0053-94-D04(4-28-06) 731 In contig 'Contig 104'     Frag 
0281-94(5-31-06)_007 901 In contig 'Contig 104'     Frag 
0053-93-D07(4-21-06) 669 In contig 'Contig 104'     Frag 
Contig 105 1010  'Assembly 1' 2 99.70% Contig 
0287-94(5-31-06)_004 880 In contig 'Contig 105'     Frag 
0287-94-(6-27-06)_G02 1007 In contig 'Contig 105'     Frag 
Contig 106 1001  'Assembly 1' 2 100.00% Contig 
0289-94(5-31-06)_008 834 In contig 'Contig 106'     Frag 
0289-94-(6-27-06)_H02 1001 In contig 'Contig 106'     Frag 
Contig 107 494  'Assembly 1' 2 100.00% Contig 
0290-94(5-31-06)_010 493 In contig 'Contig 107'     Frag 
0290-94-(6-16-06truncated)_A11 494 In contig 'Contig 107'     Frag 
Contig 108 899  'Assembly 1' 2 99.67% Contig 
0291-94(5-31-06)_012 899 In contig 'Contig 108'     Frag 
0575-94-(6-8-06)_H08 845 In contig 'Contig 108'     Frag 
Contig 109 886  'Assembly 1' 2 100.00% Contig 
0299-94(5-31-06)_011 404 In contig 'Contig 109'     Frag 
0299-94-(6-16-06)_B11 886 In contig 'Contig 109'     Frag 
Contig 110 1019  'Assembly 1' 2 99.90% Contig 
0308-94(5-31-06)_010 832 In contig 'Contig 110'     Frag 
0308-94-(6-27-06)_E03 1018 In contig 'Contig 110'     Frag 
Contig 111 1065  'Assembly 1' 3 99.81% Contig 
0314-94-(6-9-06)_C01 756 In contig 'Contig 111'     Frag 
0314-94-(6-27-06)_F03 843 In contig 'Contig 111'     Frag 
0264-94(5-31-06)_005 887 In contig 'Contig 111'     Frag 
Contig 112 883  'Assembly 1' 2 99.89% Contig 
0320-94-(6-9-06)_H01 751 In contig 'Contig 112'     Frag 
0560-94-(6-12-06)_C11 857 In contig 'Contig 112'     Frag 
Contig 113 963  'Assembly 1' 2 100.00% Contig 
0321-94-(6-9-06)_A02 666 In contig 'Contig 113'     Frag 
0321-94-(6-27-06)_G03 963 In contig 'Contig 113'     Frag 
Contig 114 894  'Assembly 1' 2 100.00% Contig 
0322-94-(6-12-06)_A06 800 In contig 'Contig 114'     Frag 
0322-94-(6-14-06)_C02 894 In contig 'Contig 114'     Frag 
Contig 115 854  'Assembly 1' 2 100.00% Contig 
0324-94-(6-12-06)_B06 851 In contig 'Contig 115'     Frag 
0324-94-(6-14-06)_D02 854 In contig 'Contig 115'     Frag 
Contig 116 956  'Assembly 1' 3 99.37% Contig 
0327-94-(6-9-06)_F02 446 In contig 'Contig 116'     Frag 
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0327-94-(6-14-06)_G02 748 In contig 'Contig 116'     Frag 
0705-94-(6-14-06)_G04 857 In contig 'Contig 116'     Frag 
Contig 117 968  'Assembly 1' 2 99.38% Contig 
0330-94-(6-9-06)_H02 842 In contig 'Contig 117'     Frag 
0330-94-(6-27-06)_A04 940 In contig 'Contig 117'     Frag 
Contig 118 880  'Assembly 1' 2 100.00% Contig 
0334-94-(6-12-06)_D06 880 In contig 'Contig 118'     Frag 
0334-94-(6-14-06)_H02 850 In contig 'Contig 118'     Frag 
Contig 119 890  'Assembly 1' 2 100.00% Contig 
0337-94-(6-9-06bad)_E03 788 In contig 'Contig 119'     Frag 
0337-94-(6-14-06)_A03 890 In contig 'Contig 119'     Frag 
Contig 120 943  'Assembly 1' 2 100.00% Contig 
0338-94-(6-27-06)_C04 943 In contig 'Contig 120'     Frag 
0338-94-(6-9-06)_F03 862 In contig 'Contig 120'     Frag 
Contig 121 640  'Assembly 1' 3 99.84% Contig 
0340-94-(6-9-06Truncated)_H03 306 In contig 'Contig 121'     Frag 
0340-94-(6-14-06Truncated)_B03 640 In contig 'Contig 121'     Frag 
0340-94-(6-15-06)_B09 640 In contig 'Contig 121'     Frag 
Contig 122 1014  'Assembly 1' 3 99.70% Contig 
0344-94-(6-9-06)_B04 798 In contig 'Contig 122'     Frag 
0542-94-(6-8-06)_B06 856 In contig 'Contig 122'     Frag 
0344-94-(6-27-06)_D04 968 In contig 'Contig 122'     Frag 
Contig 123 911  'Assembly 1' 2 99.12% Contig 
0345-94-(6-9-06bad)_C04 909 In contig 'Contig 123'     Frag 
0345-94-(6-14-06)_D03 908 In contig 'Contig 123'     Frag 
Contig 124 956  'Assembly 1' 2 99.90% Contig 
0351-94-(6-9-06)_H04 804 In contig 'Contig 124'     Frag 
0351-94-(6-27-06)_G04 955 In contig 'Contig 124'     Frag 
Contig 125 1243  'Assembly 1' 2 100.00% Contig 
0353-94-(6-12-06)_G06 814 In contig 'Contig 125'     Frag 
0266-94(5-31-06)_009 847 In contig 'Contig 125'     Frag 
Contig 126 943  'Assembly 1' 2 100.00% Contig 
0355-94-(6-12-06)_H06 816 In contig 'Contig 126'     Frag 
0256-94(5-31-06)_006 875 In contig 'Contig 126'     Frag 
Contig 127 883  'Assembly 1' 2 99.89% Contig 
0357-94-(6-12-06)_B07 808 In contig 'Contig 127'     Frag 
0555-94-(6-12-06)_G10 852 In contig 'Contig 127'     Frag 
Contig 128 945  'Assembly 1' 2 100.00% Contig 
0370-94-(6-12-06)_G08 838 In contig 'Contig 128'     Frag 
0370-94-(6-27-06)_A05 945 In contig 'Contig 128'     Frag 
Contig 129 998  'Assembly 1' 3 100.00% Contig 
0374-94-(6-12-06)_B09 759 In contig 'Contig 129'     Frag 
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1185-94-(6-15-06)_A07 874 In contig 'Contig 129'     Frag 
0374-94-(6-27-06)_B05 998 In contig 'Contig 129'     Frag 
Contig 130 936  'Assembly 1' 2 99.89% Contig 
0392-94-(6-8-06)_A12 873 In contig 'Contig 130'     Frag 
0392-94-(6-27-06)_F05 935 In contig 'Contig 130'     Frag 
Contig 131 921  'Assembly 1' 2 100.00% Contig 
0504-94-(6-8-06)_D01 889 In contig 'Contig 131'     Frag 
0397-94-(6-8-06)_E12 921 In contig 'Contig 131'     Frag 
Contig 132 943  'Assembly 1' 2 100.00% Contig 
0399-94-(6-8-06)_G12 762 In contig 'Contig 132'     Frag 
0399-94-(6-27-06)_G05 943 In contig 'Contig 132'     Frag 
Contig 133 963  'Assembly 1' 2 99.79% Contig 
0425-94-(6-16-06)_A01 895 In contig 'Contig 133'     Frag 
0425-94-(6-27-06)_H05 960 In contig 'Contig 133'     Frag 
Contig 134 905  'Assembly 1' 2 100.00% Contig 
0428-94-(6-27-06)_A06 862 In contig 'Contig 134'     Frag 
0428-94-(6-16-06)_D01 867 In contig 'Contig 134'     Frag 
Contig 135 941  'Assembly 1' 2 99.89% Contig 
0435-94-(6-16-06)_C02 420 In contig 'Contig 135'     Frag 
0435-94-(6-27-06)_E06 941 In contig 'Contig 135'     Frag 
Contig 136 946  'Assembly 1' 2 100.00% Contig 
0456-94-(6-16-06)_F04 888 In contig 'Contig 136'     Frag 
0456-94-(6-27-06)_H06 945 In contig 'Contig 136'     Frag 
Contig 137 1461  'Assembly 1' 3 99.86% Contig 
0466-94-(6-16-06)_H05 932 In contig 'Contig 137'     Frag 
0182-94-F09(5-5-06poor) 563 In contig 'Contig 137'     Frag 
0182-94-(6-16-06)_E08 850 In contig 'Contig 137'     Frag 
Contig 138 985  'Assembly 1' 5 99.19% Contig 
0502-94-(6-8-06)_B01 793 In contig 'Contig 138'     Frag 
0156-94-D06(5-9-06best) 779 In contig 'Contig 138'     Frag 
0022-94-(6-16-06)_F07 872 In contig 'Contig 138'     Frag 
0022-94_014(5-31-06) 921 In contig 'Contig 138'     Frag 
0022-93-C11(4-21-06) 649 In contig 'Contig 138'     Frag 
Contig 139 723  'Assembly 1' 3 100.00% Contig 
0505-94-(6-8-06)_E01 597 In contig 'Contig 139'     Frag 
0222-94-G09(5-10-06) 706 In contig 'Contig 139'     Frag 
0169-94-B03(5-10-06) 717 In contig 'Contig 139'     Frag 
Contig 140 682  'Assembly 1' 2 100.00% Contig 
0508-94-(6-8-06)_H01 682 In contig 'Contig 140'     Frag 
0508-94-(6-8-06bad)_H01 682 In contig 'Contig 140'     Frag 
Contig 141 802  'Assembly 1' 2 99.63% Contig 
0510-94-(6-8-06)_B02 713 In contig 'Contig 141'     Frag 
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0697-94-(6-12-06)_F12 796 In contig 'Contig 141'     Frag 
Contig 142 1153  'Assembly 1' 2 99.91% Contig 
0557-94-(6-12-06)_A11 847 In contig 'Contig 142'     Frag 
1121-94-(6-9-06)_E09 896 In contig 'Contig 142'     Frag 
Contig 143 920  'Assembly 1' 3 99.89% Contig 
0224-94-A10(5-10-06) 735 In contig 'Contig 143'     Frag 
0848-94-(6-5-06)_H06 807 In contig 'Contig 143'     Frag 
0569-94-(6-8-06)_D08 920 In contig 'Contig 143'     Frag 
Contig 144 946  'Assembly 1' 2 99.79% Contig 
0585-94-(6-8-06)_H09 898 In contig 'Contig 144'     Frag 
0018-94_006(5-31-06) 843 In contig 'Contig 144'     Frag 
Contig 145 898  'Assembly 1' 3 85.08% Contig 
0601-94-(6-6-06)_A01 644 In contig 'Contig 145'     Frag 
1165-94-(6-15-06)_D05 768 In contig 'Contig 145'     Frag 
0590-94-(6-8-06)_E10 895 In contig 'Contig 145'     Frag 
Contig 146 798  'Assembly 1' 2 100.00% Contig 
0602-94-(6-12-06)_F11 717 In contig 'Contig 146'     Frag 
0602-94-(6-14-06)_H03 798 In contig 'Contig 146'     Frag 
Contig 147 867  'Assembly 1' 2 99.88% Contig 
0187-94-D05(5-10-06) 645 In contig 'Contig 147'     Frag 
0623-94-(6-6-06)_G03 867 In contig 'Contig 147'     Frag 
Contig 148 928  'Assembly 1' 3 99.35% Contig 
0188-94-E05(5-10-06) 712 In contig 'Contig 148'     Frag 
0188-94-D10(5-5-06) 614 In contig 'Contig 148'     Frag 
0629-94-(6-6-06)_E04 923 In contig 'Contig 148'     Frag 
Contig 149 956  'Assembly 1' 2 100.00% Contig 
0631-94-(6-6-06)_G04 880 In contig 'Contig 149'     Frag 
0339-94-(6-9-06)_G03 905 In contig 'Contig 149'     Frag 
Contig 150 1236  'Assembly 1' 2 100.00% Contig 
0662-94-(6-6-06)_F08 844 In contig 'Contig 150'     Frag 
0675-94-(6-6-06)_C10 896 In contig 'Contig 150'     Frag 
Contig 151 1188  'Assembly 1' 2 99.75% Contig 
0673-94-(6-12-06)_D12 874 In contig 'Contig 151'     Frag 
0620-94-(6-6-06)_D03 838 In contig 'Contig 151'     Frag 
Contig 152 1227  'Assembly 1' 3 99.59% Contig 
0682-94-(6-6-06)_B11 856 In contig 'Contig 152'     Frag 
0015-94_015(5-31-06) 843 In contig 'Contig 152'     Frag 
0015-94-B12(4-21-06) 712 In contig 'Contig 152'     Frag 
Contig 153 964  'Assembly 1' 5 99.79% Contig 
0213-94-F08(5-10-06) 671 In contig 'Contig 153'     Frag 
0685-94-(6-6-06)_E11 908 In contig 'Contig 153'     Frag 
1122-94-(6-9-06)_F09 894 In contig 'Contig 153'     Frag 
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0231-94(5-31-06)_016 855 In contig 'Contig 153'     Frag 
0011-94_007(5-31-06) 865 In contig 'Contig 153'     Frag 
Contig 154 950  'Assembly 1' 2 99.89% Contig 
0689-94-(6-6-06)_A12 744 In contig 'Contig 154'     Frag 
0947-94-(6-15-06)_B04 912 In contig 'Contig 154'     Frag 
Contig 155 866  'Assembly 1' 2 99.08% Contig 
0703-94-(6-7-06)_C01 843 In contig 'Contig 155'     Frag 
0593-94-(6-8-06)_H10 856 In contig 'Contig 155'     Frag 
Contig 156 886  'Assembly 1' 3 100.00% Contig 
0706-94-(6-7-06)_F01 808 In contig 'Contig 156'     Frag 
0712-94-(6-7-06)_D02 878 In contig 'Contig 156'     Frag 
0677-94-(6-6-06)_E10 834 In contig 'Contig 156'     Frag 
Contig 157 999  'Assembly 1' 7 99.60% Contig 
0206-94-B12(5-5-06) 621 In contig 'Contig 157'     Frag 
0206-94-G07(5-10-06) 711 In contig 'Contig 157'     Frag 
1062-94-(6-2-06)_D08 737 In contig 'Contig 157'     Frag 
0722-94-(6-7-06)_F03 882 In contig 'Contig 157'     Frag 
0939-94-(6-15-06)_B03 828 In contig 'Contig 157'     Frag 
0845-94-(6-5-06)_E06 861 In contig 'Contig 157'     Frag 
0751-94-(6-7-06)_C07 759 In contig 'Contig 157'     Frag 
Contig 158 1152  'Assembly 1' 2 100.00% Contig 
0723-94-(6-7-06)_G03 828 In contig 'Contig 158'     Frag 
0589-94-(6-8-06)_D10 873 In contig 'Contig 158'     Frag 
Contig 159 881  'Assembly 1' 2 98.98% Contig 
0741-94-(6-7-06)_A06 881 In contig 'Contig 159'     Frag 
1070-94-(6-14-06)_H09 838 In contig 'Contig 159'     Frag 
Contig 160 950  'Assembly 1' 2 99.58% Contig 
0761-94-(6-7-06)_E08 864 In contig 'Contig 160'     Frag 
1013-94-(6-2-06)_D02 719 In contig 'Contig 160'     Frag 
Contig 161 1365  'Assembly 1' 2 100.00% Contig 
0764-94-(6-7-06)_H08 796 In contig 'Contig 161'     Frag 
0132-94-D03(5-9-06) 747 In contig 'Contig 161'     Frag 
Contig 162 947  'Assembly 1' 3 99.47% Contig 
0610-94-(6-6-06)_B02 810 In contig 'Contig 162'     Frag 
0769-94-(6-7-06)_D09 896 In contig 'Contig 162'     Frag 
0561-94-(6-12-06)_D11 883 In contig 'Contig 162'     Frag 
Contig 163 1050  'Assembly 1' 2 97.05% Contig 
0772-94-(6-7-06)_F09 595 In contig 'Contig 163'     Frag 
0912-94-(6-14-06)_G11 868 In contig 'Contig 163'     Frag 
Contig 164 922  'Assembly 1' 2 100.00% Contig 
0783-94-(6-7-06)_H10 922 In contig 'Contig 164'     Frag 
0368-94-(6-12-06)_E08 887 In contig 'Contig 164'     Frag 
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Contig 165 948  'Assembly 1' 2 99.68% Contig 
0240-94-A12(5-10-06) 755 In contig 'Contig 165'     Frag 
0784-94-(6-7-06)_A11 947 In contig 'Contig 165'     Frag 
Contig 166 1401  'Assembly 1' 3 100.00% Contig 
0586-94-(6-8-06Truncated)_A10 195 In contig 'Contig 166'     Frag 
0787-94-(6-7-06)_C11 831 In contig 'Contig 166'     Frag 
0924-94-(6-15-06)_C01 872 In contig 'Contig 166'     Frag 
Contig 167 919  'Assembly 1' 3 99.78% Contig 
1044-94-(6-2-06)_C06 615 In contig 'Contig 167'     Frag 
0812-94-(6-5-06)_D02 882 In contig 'Contig 167'     Frag 
1044-94-(6-14-06)_B09 899 In contig 'Contig 167'     Frag 
Contig 168 864  'Assembly 1' 2 100.00% Contig 
0832-94-(6-5-06)_H04 845 In contig 'Contig 168'     Frag 
0832-94-(6-14-06)_H05 836 In contig 'Contig 168'     Frag 
Contig 169 812  'Assembly 1' 3 100.00% Contig 
0837-94-(6-15-06)_A11 428 In contig 'Contig 169'     Frag 
0837-94-(6-5-06)_E05 491 In contig 'Contig 169'     Frag 
0837-94-(6-14-06)_B06 806 In contig 'Contig 169'     Frag 
Contig 170 814  'Assembly 1' 2 100.00% Contig 
0840-94-(6-5-06)_H05 434 In contig 'Contig 170'     Frag 
0809-94-(6-15-06)_E10 800 In contig 'Contig 170'     Frag 
Contig 171 934  'Assembly 1' 2 100.00% Contig 
0516-94-(6-8-06)_H02 854 In contig 'Contig 171'     Frag 
0850-94-(6-5-06)_B07 934 In contig 'Contig 171'     Frag 
Contig 172 837  'Assembly 1' 2 98.45% Contig 
0852-94-(6-5-06)_D07 649 In contig 'Contig 172'     Frag 
0099-93-F01(4-21-06) 667 In contig 'Contig 172'     Frag 
Contig 173 894  'Assembly 1' 2 100.00% Contig 
0862-94-(6-5-06)_F08 879 In contig 'Contig 173'     Frag 
1065-94-(6-2-06)_G08 891 In contig 'Contig 173'     Frag 
Contig 174 1183  'Assembly 1' 2 99.49% Contig 
0868-94-(6-5-06)_D09 878 In contig 'Contig 174'     Frag 
1119-94-(6-9-06)_C09 881 In contig 'Contig 174'     Frag 
Contig 175 1185  'Assembly 1' 4 94.60% Contig 
0869-94-(6-5-06)_E09 791 In contig 'Contig 175'     Frag 
0003-94-E04(4-20-06redo) 632 In contig 'Contig 175'     Frag 
0003p_E06 655 In contig 'Contig 175'     Frag 
0003-94_001(5-31-06) 826 In contig 'Contig 175'     Frag 
Contig 176 881  'Assembly 1' 2 100.00% Contig 
0615-94-(6-6-06)_G02 788 In contig 'Contig 176'     Frag 
0879-94-(6-5-06)_G10 881 In contig 'Contig 176'     Frag 
Contig 177 939  'Assembly 1' 2 99.79% Contig 
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0650-94-(6-6-06)_B07 856 In contig 'Contig 177'     Frag 
0880-94-(6-5-06)_H10 938 In contig 'Contig 177'     Frag 
Contig 178 804  'Assembly 1' 2 100.00% Contig 
0893-94-(6-14-06)_F07 804 In contig 'Contig 178'     Frag 
0893-94-(6-5-06)_E12 762 In contig 'Contig 178'     Frag 
Contig 179 893  'Assembly 1' 2 98.99% Contig 
0711-94-(6-7-06)_C02 752 In contig 'Contig 179'     Frag 
0900-94-(6-14-06)_B08 888 In contig 'Contig 179'     Frag 
Contig 180 964  'Assembly 1' 2 99.48% Contig 
0909-94-(6-14-06)_D11 835 In contig 'Contig 180'     Frag 
1109-94-(6-9-06)_A08 876 In contig 'Contig 180'     Frag 
Contig 181 670  'Assembly 1' 2 100.00% Contig 
0928-94-(6-15-06)_G01 285 In contig 'Contig 181'     Frag 
0928-94-(6-16-06)_E11 670 In contig 'Contig 181'     Frag 
Contig 182 871  'Assembly 1' 2 100.00% Contig 
0932-94-(6-15-06)_C02 324 In contig 'Contig 182'     Frag 
0932-94-(6-16-06)_H11 871 In contig 'Contig 182'     Frag 
Contig 183 871  'Assembly 1' 2 100.00% Contig 
0934-94-(6-15-06)_E02 293 In contig 'Contig 183'     Frag 
0934-94-(6-16-06)_B12 871 In contig 'Contig 183'     Frag 
Contig 184 876  'Assembly 1' 2 100.00% Contig 
0935-94-(6-15-06)_F02 632 In contig 'Contig 184'     Frag 
0935-94-(6-16-06)_C12 828 In contig 'Contig 184'     Frag 
Contig 185 936  'Assembly 1' 2 99.89% Contig 
0937-94-(6-15-06)_H02 625 In contig 'Contig 185'     Frag 
0937-94-(6-16-06)_E12 936 In contig 'Contig 185'     Frag 
Contig 186 915  'Assembly 1' 2 100.00% Contig 
1012-94-(6-2-06)_C02 798 In contig 'Contig 186'     Frag 
0903-94-(6-14-06)_F10 906 In contig 'Contig 186'     Frag 
Contig 187 1256  'Assembly 1' 2 99.76% Contig 
1022-94-(6-2-06)_E03 893 In contig 'Contig 187'     Frag 
0692-94-(6-6-06)_D12 904 In contig 'Contig 187'     Frag 
Contig 188 846  'Assembly 1' 2 100.00% Contig 
1024-94-(6-2-06)_G03 237 In contig 'Contig 188'     Frag 
1024-94-(6-14-06)_E08 846 In contig 'Contig 188'     Frag 
Contig 189 852  'Assembly 1' 2 100.00% Contig 
1038-94-(6-2-06)_E05 686 In contig 'Contig 189'     Frag 
0467-94-(6-16-06)_A06 847 In contig 'Contig 189'     Frag 
Contig 190 1263  'Assembly 1' 2 99.76% Contig 
1043-94-(6-2-06)_B06 823 In contig 'Contig 190'     Frag 
0138-94-B04(5-9-06) 731 In contig 'Contig 190'     Frag 
Contig 191 847  'Assembly 1' 3 100.00% Contig 
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1045-94-(6-2-06)_D06 414 In contig 'Contig 191'     Frag 
1045-94-(6-15-06)_F12 819 In contig 'Contig 191'     Frag 
1045-94-(6-14-06)_C09 816 In contig 'Contig 191'     Frag 
Contig 192 990  'Assembly 1' 2 100.00% Contig 
1049-94-(6-2-06)_H06 872 In contig 'Contig 192'     Frag 
0754-94-(6-7-06)_F07 833 In contig 'Contig 192'     Frag 
Contig 193 933  'Assembly 1' 2 98.29% Contig 
1051-94-(6-2-06)_B07 859 In contig 'Contig 193'     Frag 
0781-94-(6-7-06)_F10 861 In contig 'Contig 193'     Frag 
Contig 194 842  'Assembly 1' 2 99.29% Contig 
1055-94-(6-2-06)_F07 539 In contig 'Contig 194'     Frag 
1055-94-(6-14-06)_D09 838 In contig 'Contig 194'     Frag 
Contig 195 901  'Assembly 1' 2 84.46% Contig 
0146-94-B05(5-9-06) 412 In contig 'Contig 195'     Frag 
1059-94-(6-2-06)_A08 901 In contig 'Contig 195'     Frag 
Contig 196 881  'Assembly 1' 2 99.77% Contig 
1066-94-(6-14-06)_F09 879 In contig 'Contig 196'     Frag 
1066-94-(6-2-06)_H08 837 In contig 'Contig 196'     Frag 
Contig 197 880  'Assembly 1' 2 98.98% Contig 
1074-94-(6-2-06)_H09 880 In contig 'Contig 197'     Frag 
0376-94-(6-12-06)_C09 835 In contig 'Contig 197'     Frag 
Contig 198 986  'Assembly 1' 3 98.78% Contig 
1093-94-(6-2-06)_C12 852 In contig 'Contig 198'     Frag 
0632-94-(6-6-06)_H04 825 In contig 'Contig 198'     Frag 
0820-94-(6-5-06)_D03 781 In contig 'Contig 198'     Frag 
Contig 199 763  'Assembly 1' 2 99.48% Contig 
1095-94-(6-2-06)_E12 692 In contig 'Contig 199'     Frag 
1095-94-(6-14-06)_C10 763 In contig 'Contig 199'     Frag 
Contig 200 1590  'Assembly 1' 2 100.00% Contig 
1098-94-(6-2-06)_H12 898 In contig 'Contig 200'     Frag 
0757-94-(6-7-06)_A08 915 In contig 'Contig 200'     Frag 
Contig 201 1262  'Assembly 1' 2 99.92% Contig 
1103-94-(6-9-06)_C07 859 In contig 'Contig 201'     Frag 
0827-94-(6-5-06)_C04 911 In contig 'Contig 201'     Frag 
Contig 202 1032  'Assembly 1' 2 97.77% Contig 
1117-94-(6-9-06)_A09 806 In contig 'Contig 202'     Frag 
0794-94-(6-7-06)_B12 847 In contig 'Contig 202'     Frag 
Contig 203 876  'Assembly 1' 2 99.77% Contig 
1129-94-(6-9-06)_E10 875 In contig 'Contig 203'     Frag 
0680-94-(6-6-06)_H10 865 In contig 'Contig 203'     Frag 
Contig 204 896  'Assembly 1' 2 99.55% Contig 
1132-94-(6-9-06)_H10 895 In contig 'Contig 204'     Frag 
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0816-94-(6-5-06)_H02 843 In contig 'Contig 204'     Frag 
Contig 205 985  'Assembly 1' 2 100.00% Contig 
1157-94-(6-15-06)_G04 837 In contig 'Contig 205'     Frag 
0364-94-(6-12-06)_A08 855 In contig 'Contig 205'     Frag 
Contig 206 974  'Assembly 1' 2 99.90% Contig 
1173-94-(6-15-06)_C06 947 In contig 'Contig 206'     Frag 
1020-94-(6-2-06)_C03 906 In contig 'Contig 206'     Frag 
Singlets 
1180-94-(6-15-06)_G06 881 Not assembled     Frag 
1182-94-(6-15-06)_H06 847 Not assembled     Frag 
1187-94-(6-15-06)_B07 938 Not assembled     Frag 
1188-94-(6-15-06)_C07 895 Not assembled     Frag 
1192-94-(6-15-06)_D07 871 Not assembled     Frag 
1193-94-(6-15-06)_E07 830 Not assembled     Frag 
1194-94-(6-15-06)_F07 882 Not assembled     Frag 
1301-94-(6-16-06)_C06 808 Not assembled     Frag 
1305-94-(6-16-06)_G06 719 Not assembled     Frag 
1307-94-(6-16-06)_A07 901 Not assembled     Frag 
1308-94-(6-16-06)_B07 865 Not assembled     Frag 
1310-94-(6-16-06)_D07 923 Not assembled     Frag 
0006-93-B05(4-20-06) 628 Not assembled     Frag 
0006-94-C05(4-20-06) 683 Not assembled     Frag 
006-94-E05(4-28-06) 650 Not assembled     Frag 
0007for_D05' 687 Not assembled     Frag 
0008-94-G05(4-20-06) 701 Not assembled     Frag 
0010-93-G12(4-21-06) 346 Not assembled     Frag 
0010-94_005(5-31-06) 882 Not assembled     Frag 
0012-94_009(5-31-06) 840 Not assembled     Frag 
0013-94_011(5-31-06) 857 Not assembled     Frag 
0014-94_013(5-31-06) 0 Not assembled     Frag 
0016-93-A12(4-21-06) 756 Not assembled     Frag 
0016-94_002(5-31-06) 845 Not assembled     Frag 
0017-94_004(5-31-06) 895 Not assembled     Frag 
0019-94_008(5-31-06) 792 Not assembled     Frag 
0020-94_010(5-31-06) 895 Not assembled     Frag 
0021-94_012(5-31-06) 885 Not assembled     Frag 
0023-94_016(5-31-06) 845 Not assembled     Frag 
0024-94(5-31-06)_001 933 Not assembled     Frag 
0026-94-(6-12-06)_A01 707 Not assembled     Frag 
0027-94-C01(4-28-06) 1 Not assembled     Frag 
0029-94-D01(4-28-06) 674 Not assembled     Frag 
0030-94-E01(4-28-06) 706 Not assembled     Frag 
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0032-93-A10(4-21-06) 643 Not assembled     Frag 
0032-94-G01(4-28-06) 729 Not assembled     Frag 
0037-94-D02(4-28-06) 471 Not assembled     Frag 
0042-93-G08(4-21-06) 675 Not assembled     Frag 
0045-94-D03(4-28-06) 708 Not assembled     Frag 
0046-94-E03(4-28-06) 659 Not assembled     Frag 
0047-93-B08(4-21-06) 675 Not assembled     Frag 
0047-94-F03(4-28-06) 718 Not assembled     Frag 
0048-94-G03(4-28-06) 670 Not assembled     Frag 
0052-94-C04(4-28-06) 697 Not assembled     Frag 
0054-94-E04(4-28-06) 729 Not assembled     Frag 
0060-94-C05(4-28-06) 758 Not assembled     Frag 
0063-94-F05(4-28-06) 711 Not assembled     Frag 
0065-94-H05(4-28-06) 697 Not assembled     Frag 
0071_B05(Rev4-21-06) 675 Not assembled     Frag 
0071_F06(For4-28-06) 705 Not assembled     Frag 
0072-94-F01(5-9-06) 684 Not assembled     Frag 
0074-93-G04(4-21-06) 682 Not assembled     Frag 
0074-94-A07(4-28-06) 719 Not assembled     Frag 
0075-94-B07(4-28-06) 768 Not assembled     Frag 
0079-93-B04(4-21-06) 726 Not assembled     Frag 
0085-94-D08(4-28-06) 788 Not assembled     Frag 
0086-94-E08(4-28-06) 709 Not assembled     Frag 
0087-93-B03(4-21-06) 665 Not assembled     Frag 
0087-94-F08(4-28-06) 698 Not assembled     Frag 
0091-94-B09(4-28-06) 640 Not assembled     Frag 
0095-93-B02(4-21-06) 719 Not assembled     Frag 
0097-94-H09(4-28-06) 680 Not assembled     Frag 
0099-94-B10(4-28-06) 786 Not assembled     Frag 
0105-94-H10(4-28-06) 705 Not assembled     Frag 
0106-94-A11(4-28-06) 696 Not assembled     Frag 
0107-94-(6-12-06)_A04 861 Not assembled     Frag 
0110-94-E11(4-28-06) 734 Not assembled     Frag 
0111-94-F11(4-28-06) 717 Not assembled     Frag 
0112-94-(6-12-06)_D04 807 Not assembled     Frag 
0115-94-B12(4-28-06) 753 Not assembled     Frag 
0117-94-D12(4-28-06) 675 Not assembled     Frag 
0118-94-E12(4-28-06) 721 Not assembled     Frag 
0119-94-F12(4-28-06) 664 Not assembled     Frag 
0120-94-A02(5-9-06) 709 Not assembled     Frag 
0121-94-H12(4-28-06) 706 Not assembled     Frag 
0122-94-B02(5-9-06) 0 Not assembled     Frag 
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0123-94-C02(5-9-06) 728 Not assembled     Frag 
0124-94-D02(5-9-06) 794 Not assembled     Frag 
0127-94(5-31-06)_007 819 Not assembled     Frag 
0128-94(5-31-06)_009 850 Not assembled     Frag 
0129-94-A03(5-9-06) 748 Not assembled     Frag 
0130-94-B03(5-9-06) 605 Not assembled     Frag 
0131-94-C03(5-9-06) 684 Not assembled     Frag 
0133-94-E03(5-9-06) 712 Not assembled     Frag 
0134-94-F03(5-9-06) 728 Not assembled     Frag 
0136-94(5-31-06)_011 759 Not assembled     Frag 
0137-94-A04(5-9-06) 710 Not assembled     Frag 
0139-94-C04(5-9-06) 726 Not assembled     Frag 
0140-94-D04(5-9-06) 714 Not assembled     Frag 
0141-94-E04(5-9-06) 675 Not assembled     Frag 
0143-94(5-31-06)_013 828 Not assembled     Frag 
0144-94(5-31-06)_015 865 Not assembled     Frag 
0147-94-C05(5-9-06) 718 Not assembled     Frag 
0148-94-D05(5-9-06) 740 Not assembled     Frag 
0149-94-E05(5-9-06) 654 Not assembled     Frag 
0159-94(5-31-06)_004 822 Not assembled     Frag 
0161-94-A07(5-5-06) 471 Not assembled     Frag 
0162-94-B07(5-5-06) 697 Not assembled     Frag 
0163-94-C07(5-5-06) 756 Not assembled     Frag 
0164-94-D07(5-5-06) 644 Not assembled     Frag 
0172-94-E03(5-10-06) 702 Not assembled     Frag 
0175-94-H03(5-10-06) 766 Not assembled     Frag 
0177-94-B04(5-10-06) 746 Not assembled     Frag 
0179-94-D04(5-10-06) 737 Not assembled     Frag 
0180-94-E04(5-10-06) 708 Not assembled     Frag 
0185-94-B05(5-10-06) 733 Not assembled     Frag 
0192-94-A06(5-10-06) 698 Not assembled     Frag 
0195-94-D06(5-10-06) 722 Not assembled     Frag 
0198-94-(6-16-06)_H08 863 Not assembled     Frag 
0199-94(5-31-06)_008 945 Not assembled     Frag 
0200-94-A07(5-10-06) 756 Not assembled     Frag 
0208-94-A08(5-10-06) 744 Not assembled     Frag 
0209-94-B08(5-10-06) 711 Not assembled     Frag 
0210-94-C08(5-10-06) 752 Not assembled     Frag 
0211-94-D08(5-10-06) 756 Not assembled     Frag 
0214-94(5-31-06)_010 757 Not assembled     Frag 
0215-94(5-31-06)_012 870 Not assembled     Frag 
0217-94-(6-16-06)_B09 929 Not assembled     Frag 
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0219-94-D09(5-10-06) 768 Not assembled     Frag 
0220-94E09(5-10-06) 700 Not assembled     Frag 
0221-94-F09(5-10-06) 713 Not assembled     Frag 
0223-94-H09(5-10-06) 784 Not assembled     Frag 
0225-94-B10(5-10-06) 736 Not assembled     Frag 
0226-94-C10(5-10-06) 759 Not assembled     Frag 
0227-94-D10(5-10-06) 730 Not assembled     Frag 
0228-94-E10(5-10-06) 738 Not assembled     Frag 
0229-94-F10(5-10-06) 689 Not assembled     Frag 
0230-94(5-31-06)_014 930 Not assembled     Frag 
0232-94-A11(5-10-06) 830 Not assembled     Frag 
0233-94-B11(5-10-06) 674 Not assembled     Frag 
0234-94-C11(5-10-06) 748 Not assembled     Frag 
0235-94-D11(5-10-06) 720 Not assembled     Frag 
0237-94-F11(5-10-06) 712 Not assembled     Frag 
0238-94-G11(5-10-06) 714 Not assembled     Frag 
0239-94-H11(5-10-06) 669 Not assembled     Frag 
0241-94-B12(5-10-06) 748 Not assembled     Frag 
0242-94-C12(5-10-06) 720 Not assembled     Frag 
0244-94-E12(5-10-06) 663 Not assembled     Frag 
0245-94-F12(5-10-06) 725 Not assembled     Frag 
0247-94(5-31-06)_003 874 Not assembled     Frag 
0249-94(5-31-06)_007 890 Not assembled     Frag 
0250-94(5-31-06)_009 784 Not assembled     Frag 
0252-94(5-31-06)_013 837 Not assembled     Frag 
0254-94-(6-16-06)_B10 904 Not assembled     Frag 
0255-94(5-31-06)_004 907 Not assembled     Frag 
0257-94(5-31-06)_008 805 Not assembled     Frag 
0259-94(5-31-06)_012 932 Not assembled     Frag 
0260-94(5-31-06)_014 852 Not assembled     Frag 
0261-94(5-31-06)_016 857 Not assembled     Frag 
0262-94(5-31-06)_001 941 Not assembled     Frag 
0263-94(5-31-06)_003 886 Not assembled     Frag 
0265-94(5-31-06)_007 843 Not assembled     Frag 
0269-94(5-31-06)_015 851 Not assembled     Frag 
0270-94(5-31-06)_002 892 Not assembled     Frag 
0271-94(5-31-06)_004 870 Not assembled     Frag 
0272-94(5-31-06)_006 882 Not assembled     Frag 
0275-94(5-31-06)_012 893 Not assembled     Frag 
0276-94(5-31-06)_014 860 Not assembled     Frag 
0278-94(5-31-06)_001 810 Not assembled     Frag 
0280-94(5-31-06)_005 915 Not assembled     Frag 
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0282-94(5-31-06)_009 940 Not assembled     Frag 
0283-94(5-31-06)_011 773 Not assembled     Frag 
0284-94(5-31-06)_013 874 Not assembled     Frag 
0285-94(5-31-06)_015 852 Not assembled     Frag 
0286-94(5-31-06)_002 817 Not assembled     Frag 
0288-94(5-31-06)_006 0 Not assembled     Frag 
0292-94(5-31-06)_014 893 Not assembled     Frag 
0294-94(5-31-06)_001 944 Not assembled     Frag 
0295-94(5-31-06)_003 882 Not assembled     Frag 
0296-94(5-31-06)_005 920 Not assembled     Frag 
0297-94(5-31-06)_007 883 Not assembled     Frag 
0298-94(5-31-06)_009 869 Not assembled     Frag 
0300-94(5-31-06)_013 820 Not assembled     Frag 
0303-94(5-31-06)_002 947 Not assembled     Frag 
0305-94(5-31-06)_004 883 Not assembled     Frag 
0306-94(5-31-06)_006 858 Not assembled     Frag 
0307-94-(6-12-06)_F05 855 Not assembled     Frag 
0309-94(5-31-06)_012 802 Not assembled     Frag 
0311-94(5-31-06)_016 813 Not assembled     Frag 
0312-94-(6-9-06)_A01 868 Not assembled     Frag 
0313-94-(6-9-06)_B01 776 Not assembled     Frag 
0315-94-(6-9-06)_D01 814 Not assembled     Frag 
0316-94-(6-9-06)_E01 868 Not assembled     Frag 
0319-94-(6-9-06)_G01 811 Not assembled     Frag 
0323-94-(6-9-06)_C02 788 Not assembled     Frag 
0325-94-(6-14-06)_E02 879 Not assembled     Frag 
0326-94-(6-14-06)_F02 874 Not assembled     Frag 
0328-94-(6-9-06)_G02 823 Not assembled     Frag 
0329-94-(6-27-06)_H03 458 Not assembled     Frag 
0332-94-(6-9-06)_A03 849 Not assembled     Frag 
0336-94-(6-9-06)_D03 897 Not assembled     Frag 
0346-94-(6-9-06)_D04 892 Not assembled     Frag 
0347-94-(6-12-06)_F06 762 Not assembled     Frag 
0349-94-(6-9-06)_F04 777 Not assembled     Frag 
0350-94-(6-9-06)_G04 757 Not assembled     Frag 
0352-94-(6-27-06)_H04 657 Not assembled     Frag 
0356-94-(6-12-06)_A07 862 Not assembled     Frag 
0358-94-(6-12-06)_C07 818 Not assembled     Frag 
0359-94-(6-12-06)_D07 861 Not assembled     Frag 
0360-94-(6-12-06)_E07 824 Not assembled     Frag 
0361-94-(6-12-06)_F07 841 Not assembled     Frag 
0362-94-(6-12-06)_G07 862 Not assembled     Frag 
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0363-94-(6-12-06)_H07 881 Not assembled     Frag 
0365-94-(6-12-06)_B08 831 Not assembled     Frag 
0367-94-(6-12-06)_D08 868 Not assembled     Frag 
0369-94-(6-12-06)_F08 855 Not assembled     Frag 
0372-94-(6-12-06)_H08 851 Not assembled     Frag 
0373-94-(6-12-06)_A09 859 Not assembled     Frag 
0377-94-(6-12-06)_D09 865 Not assembled     Frag 
0378-94-(6-12-06)_E09 857 Not assembled     Frag 
0379-94-(6-12-06)_F09 859 Not assembled     Frag 
0380-94-(6-12-06)_G09 804 Not assembled     Frag 
0381-94-(6-12-06)_H09 893 Not assembled     Frag 
0382-94-(6-12-06)_A10 892 Not assembled     Frag 
0385-94-(6-12-06)_B10 863 Not assembled     Frag 
0387-94-(6-12-06)_D10 873 Not assembled     Frag 
0388-94-(6-12-06)_E10 888 Not assembled     Frag 
0390-94-(6-8-06)_G11 828 Not assembled     Frag 
0391-94-(6-8-06)_H11 37 Not assembled     Frag 
0391-94-(6-27-06)_E05 28 Not assembled     Frag 
0393-94-(6-8-06)_B12 963 Not assembled     Frag 
0394-94-(6-8-06)_C12 897 Not assembled     Frag 
0398-94-(6-8-06)_F12 762 Not assembled     Frag 
0400-94-(6-8-06)_H12 922 Not assembled     Frag 
0426-94-(6-16-06)_B01 857 Not assembled     Frag 
0427-94-(6-16-06)_C01 935 Not assembled     Frag 
0429-94-(6-27-06)_B06 991 Not assembled     Frag 
0430-94-(6-16-06)_F01 720 Not assembled     Frag 
0431-94-(6-16-06)_G01 600 Not assembled     Frag 
0433-94-(6-27-06)_D06 1014 Not assembled     Frag 
0434-94-(6-16-06)_B02 915 Not assembled     Frag 
0436-94-(6-16-06)_D02 876 Not assembled     Frag 
0437-94-(6-16-06)_E02 893 Not assembled     Frag 
0438-94-(6-16-06)_F02 906 Not assembled     Frag 
0439-94-(6-16-06)_G02 857 Not assembled     Frag 
0440-94-(6-16-06)_H02 888 Not assembled     Frag 
0442-94-(6-16-06)_B03 0 Not assembled     Frag 
0444-94-(6-16-06)_C03 937 Not assembled     Frag 
0445-94-(6-16-06)_D03 895 Not assembled     Frag 
0446-94-(6-16-06)_E03 750 Not assembled     Frag 
0447-94-(6-16-06)_F03 866 Not assembled     Frag 
0449-94-(6-27-06)_G06 976 Not assembled     Frag 
0450-94-(6-16-06)_H03 709 Not assembled     Frag 
0451-94-(6-16-06)_A04 933 Not assembled     Frag 
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0452-94-(6-16-06)_B04 881 Not assembled     Frag 
0453-94-(6-16-06)_C04 866 Not assembled     Frag 
0454-94-(6-16-06)_D04 860 Not assembled     Frag 
0455-94-(6-16-06)_E04 922 Not assembled     Frag 
0457-94-(6-16-06)_G04 699 Not assembled     Frag 
0459-94-(6-16-06)_A05 855 Not assembled     Frag 
0460-94-(6-16-06)_B05 822 Not assembled     Frag 
0462-94-(6-16-06)_D05 872 Not assembled     Frag 
0463-94-(6-16-06)_E05 631 Not assembled     Frag 
0464-94-(6-16-06)_F05 881 Not assembled     Frag 
0465-94-(6-16-06)_G05 776 Not assembled     Frag 
0468-94-(6-16-06)_B06 782 Not assembled     Frag 
0503-94-(6-8-06)_C01 840 Not assembled     Frag 
0506-94-(6-8-06)_F01 794 Not assembled     Frag 
0507-94-(6-8-06)_G01 852 Not assembled     Frag 
0509-94-(6-8-06)_A02 607 Not assembled     Frag 
0511-94-(6-8-06)_C02 823 Not assembled     Frag 
0513-94-(6-8-06)_E02 786 Not assembled     Frag 
0514-94-(6-8-06)_F02 741 Not assembled     Frag 
0515-94-(6-8-06)_G02 826 Not assembled     Frag 
0517-94-(6-8-06)_A03 860 Not assembled     Frag 
0518-94-(6-8-06)_B03 748 Not assembled     Frag 
0519-94-(6-8-06)_C03 918 Not assembled     Frag 
0520-94-(6-8-06)_D03 856 Not assembled     Frag 
0521-94-(6-8-06)_E03 863 Not assembled     Frag 
0522-94-(6-8-06)_F03 912 Not assembled     Frag 
0523-94-(6-8-06)_G03 837 Not assembled     Frag 
0524-94-(6-8-06)_H03 921 Not assembled     Frag 
0525-94-(6-8-06)_A04 927 Not assembled     Frag 
0526-94-(6-8-06)_B04 887 Not assembled     Frag 
0527-94-(6-8-06)_C04 885 Not assembled     Frag 
0528-94-(6-8-06)_D04 837 Not assembled     Frag 
0529-94-(6-8-06)_E04 831 Not assembled     Frag 
0530-94-(6-8-06)_F04 930 Not assembled     Frag 
0531-94-(6-8-06)_G04 838 Not assembled     Frag 
0532-94-(6-8-06)_H04 856 Not assembled     Frag 
0533-94-(6-8-06)_A05 794 Not assembled     Frag 
0534-94-(6-8-06)_B05 865 Not assembled     Frag 
0535-94-(6-8-06)_C05 808 Not assembled     Frag 
0536-94-(6-8-06)_D05 871 Not assembled     Frag 
0537-94-(6-8-06)_E05 878 Not assembled     Frag 
0538-94-(6-8-06)_F05 866 Not assembled     Frag 
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0539-94-(6-8-06)_G05 890 Not assembled     Frag 
0540-94-(6-8-06)_H05 832 Not assembled     Frag 
0541-94-(6-8-06)_A06 854 Not assembled     Frag 
0543-94-(6-8-06)_C06 880 Not assembled     Frag 
0544-94-(6-8-06)_D06 822 Not assembled     Frag 
0545-94-(6-8-06)_E06 856 Not assembled     Frag 
0546-94-(6-8-06)_F06 859 Not assembled     Frag 
0547-94-(6-8-06)_G06 891 Not assembled     Frag 
0548-94-(6-8-06)_H06 858 Not assembled     Frag 
0549-94-(6-12-06)_F10 812 Not assembled     Frag 
0556-94-(6-12-06)_H10 800 Not assembled     Frag 
0562-94-(6-8-06)_H07 724 Not assembled     Frag 
0566-94-(6-8-06)_A08 863 Not assembled     Frag 
0567-94-(6-8-06)_B08 848 Not assembled     Frag 
0568-94-(6-8-06)_C08 888 Not assembled     Frag 
0570-94-(6-8-06)_E08 892 Not assembled     Frag 
0571-94-(6-8-06)_F08 830 Not assembled     Frag 
0572-94-(6-8-06)_G08 755 Not assembled     Frag 
0576-94-(6-12-06)_E11 650 Not assembled     Frag 
0577-94-(6-8-06)_B09 875 Not assembled     Frag 
0578-94-(6-8-06)_C09 912 Not assembled     Frag 
0580-94-(6-8-06)_D09 837 Not assembled     Frag 
0581-94-(6-8-06)_E09 931 Not assembled     Frag 
0583-94-(6-8-06)_F09 881 Not assembled     Frag 
0584-94-(6-8-06)_G09 791 Not assembled     Frag 
0587-94-(6-8-06)_B10 831 Not assembled     Frag 
0588-94-(6-8-06)_C10 894 Not assembled     Frag 
0591-94-(6-8-06)_F10 788 Not assembled     Frag 
0592-94-(6-8-06)_G10 856 Not assembled     Frag 
0594-94-(6-8-06)_A11 882 Not assembled     Frag 
0595-94-(6-8-06)_B11 857 Not assembled     Frag 
0596-94-(6-8-06)_C11 894 Not assembled     Frag 
0597-94-(6-8-06)_D11 846 Not assembled     Frag 
0598-94-(6-8-06)_E11 766 Not assembled     Frag 
0599-94-(6-8-06)_F11 882 Not assembled     Frag 
0603-94-(6-6-06)_C01 742 Not assembled     Frag 
0604-94-(6-6-06)_D01 819 Not assembled     Frag 
0605-94-(6-6-06)_E01 830 Not assembled     Frag 
0606-94-(6-6-06)_F01 834 Not assembled     Frag 
0607-94-(6-6-06)_G01 744 Not assembled     Frag 
0609-94-(6-6-06)_A02 808 Not assembled     Frag 
0611-94-(6-6-06)_C02 903 Not assembled     Frag 
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0612-94-(6-6-06)_D02 848 Not assembled     Frag 
0613-94-(6-6-06)_E02 819 Not assembled     Frag 
0614-94-(6-6-06)_F02 855 Not assembled     Frag 
0616-94-(6-6-06)_H02 833 Not assembled     Frag 
0617-94-(6-6-06)_A03 823 Not assembled     Frag 
0619-94-(6-6-06)_C03 900 Not assembled     Frag 
0621-94-(6-6-06)_E03 876 Not assembled     Frag 
0624-94-(6-6-06)_H03 905 Not assembled     Frag 
0625-94-(6-6-06)_A04 698 Not assembled     Frag 
0626-94-(6-6-06)_B04 779 Not assembled     Frag 
0627-94-(6-6-06)_C04 887 Not assembled     Frag 
0628-94-(6-6-06)_D04 865 Not assembled     Frag 
0630-94-(6-6-06)_F04 902 Not assembled     Frag 
0633-94-(6-6-06)_A05 830 Not assembled     Frag 
0634-94-(6-6-06)_B05 885 Not assembled     Frag 
0635-94-(6-6-06)_C05 923 Not assembled     Frag 
0636-94-(6-6-06)_D05 900 Not assembled     Frag 
0638-94-(6-6-06)_F05 891 Not assembled     Frag 
0639-94-(6-6-06)_G05 886 Not assembled     Frag 
0640-94-(6-6-06)_H05 862 Not assembled     Frag 
0641-94-(6-6-06)_A06 902 Not assembled     Frag 
0642-94-(6-6-06)_B06 832 Not assembled     Frag 
0643-94-(6-6-06)_C06 776 Not assembled     Frag 
0644-94-(6-6-06)_D06 820 Not assembled     Frag 
0645-94-(6-6-06)_E06 818 Not assembled     Frag 
0647-94-(6-6-06)_G06 832 Not assembled     Frag 
0648-94(6-6-06)_H06 780 Not assembled     Frag 
0649-94-(6-6-06)_A07 754 Not assembled     Frag 
0652-94-(6-6-06)_D07 856 Not assembled     Frag 
0653-94-(6-6-06)_E07 818 Not assembled     Frag 
0654-94-(6-6-06)_F07 881 Not assembled     Frag 
0655-94-(6-6-06)_G07 817 Not assembled     Frag 
0656-94-(6-6-06)_H07 875 Not assembled     Frag 
0657-94-(6-6-06)_A08 836 Not assembled     Frag 
0658-94-(6-6-06)_B08 870 Not assembled     Frag 
0659-94-(6-6-06)_C08 860 Not assembled     Frag 
0660-94-(6-6-06)_D08 753 Not assembled     Frag 
0661-94-(6-6-06)_E08 863 Not assembled     Frag 
0663-94-(6-6-06)_G08 857 Not assembled     Frag 
0664-94-(6-6-06)_H08 856 Not assembled     Frag 
0665-94-(6-6-06)_A09 887 Not assembled     Frag 
0666-94-(6-6-06)_B09 840 Not assembled     Frag 
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0667-94-(6-6-06)_C09 832 Not assembled     Frag 
0668-94-(6-6-06)_D09 865 Not assembled     Frag 
0671-94-(6-6-06)_G09 861 Not assembled     Frag 
0672-94-(6-6-06)_H09 833 Not assembled     Frag 
0676-94-(6-6-06)_D10 854 Not assembled     Frag 
0678-94-(6-6-06)_F10 878 Not assembled     Frag 
0679-94-(6-6-06)_G10 828 Not assembled     Frag 
0681-94-(6-6-06)_A11 898 Not assembled     Frag 
0683-94-(6-6-06)_C11 898 Not assembled     Frag 
0684-94-(6-6-06)_D11 820 Not assembled     Frag 
0686-94-(6-6-06)_F11 885 Not assembled     Frag 
0687-94-(6-6-06)_G11 861 Not assembled     Frag 
0688-94-(6-6-06)_H11 829 Not assembled     Frag 
0690-94-(6-6-06)_B12 899 Not assembled     Frag 
0691-94-(6-6-06)_C12 842 Not assembled     Frag 
0693-94-(6-6-06)_E12 901 Not assembled     Frag 
0694-94-(6-6-06)_F12 870 Not assembled     Frag 
0695-94-(6-6-06)_G12 915 Not assembled     Frag 
0696-94-(6-6-06)_H12 861 Not assembled     Frag 
0698-94-(6-12-06)_G12 828 Not assembled     Frag 
0699-94-(6-12-06)_H12 906 Not assembled     Frag 
0701-94-(6-7-06)_A01 894 Not assembled     Frag 
0702-94-(6-7-06)_B01 838 Not assembled     Frag 
0704-94-(6-7-06)_D01 806 Not assembled     Frag 
0707-94-(6-7-06)_G01 876 Not assembled     Frag 
0708-94-(6-7-06)_H01 786 Not assembled     Frag 
0709-94-(6-7-06)_A02 812 Not assembled     Frag 
0710-94-(6-7-06)_B02 848 Not assembled     Frag 
0713-94-(6-7-06)_E02 902 Not assembled     Frag 
0714-94-(6-7-06)_F02 891 Not assembled     Frag 
0716-94-(6-14-06)_H04 848 Not assembled     Frag 
0717-94-(6-7-06)_A03 851 Not assembled     Frag 
0718-94-(6-7-06)_B03 873 Not assembled     Frag 
0719-94-(6-7-06)_C03 798 Not assembled     Frag 
0720-94-(6-7-06)_D03 917 Not assembled     Frag 
0721-94-(6-7-06)_E03 862 Not assembled     Frag 
0724-94-(6-7-06)_H03 835 Not assembled     Frag 
0725-94-(6-7-06)_A04 866 Not assembled     Frag 
0726-94-(6-7-06)_B04 865 Not assembled     Frag 
0727-94-(6-7-06)_C04 881 Not assembled     Frag 
0728-94-(6-7-06)_D04 427 Not assembled     Frag 
0729-94-(6-7-06)_E04 861 Not assembled     Frag 
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0730-94-(6-7-06)_F04 882 Not assembled     Frag 
0731-94-(6-7-06)_G04 0 Not assembled     Frag 
0732-94-(6-14-06)_A05 906 Not assembled     Frag 
0733-94-(6-7-06)_A05 858 Not assembled     Frag 
0734-94-(6-7-06)_B05 849 Not assembled     Frag 
0735-94-(6-7-06)_C05 813 Not assembled     Frag 
0736-94-(6-7-06)_D05 806 Not assembled     Frag 
0737-94-(6-7-06)_E05 864 Not assembled     Frag 
0738-94-(6-7-06)_F05 831 Not assembled     Frag 
0739-94-(6-7-06)_G05 802 Not assembled     Frag 
0740-94-(6-7-06)_H05 815 Not assembled     Frag 
0743-94-(6-7-06)_C06 910 Not assembled     Frag 
0744-94-(6-7-06)_D06 838 Not assembled     Frag 
0745-94-(6-7-06)_E06 917 Not assembled     Frag 
0746-94-(6-7-06)_F06 852 Not assembled     Frag 
0747-94-(6-7-06)_G06 876 Not assembled     Frag 
0748-94-(6-7-06)_H06 845 Not assembled     Frag 
0749-94-(6-7-06)_A07 866 Not assembled     Frag 
0750-94-(6-7-06)_B07 853 Not assembled     Frag 
0752-94-(6-7-06)_D07 831 Not assembled     Frag 
0753-94-(6-7-06)_E07 880 Not assembled     Frag 
0755-94-(6-7-06)_G07 830 Not assembled     Frag 
0756-94-(6-7-06)_H07 802 Not assembled     Frag 
0759-94-(6-7-06)_C08 775 Not assembled     Frag 
0760-94-(6-7-06)_D08 918 Not assembled     Frag 
0762-94-(6-7-06)_F08 872 Not assembled     Frag 
0763-94-(6-7-06)_G08 820 Not assembled     Frag 
0766-94-(6-7-06)_A09 885 Not assembled     Frag 
0767-94-(6-7-06)_B09 885 Not assembled     Frag 
0768-94-(6-7-06)_C09 872 Not assembled     Frag 
0770-94-(6-14-06)_B05' 826 Not assembled     Frag 
0773-94-(6-7-06)_G09 894 Not assembled     Frag 
0774-94-(6-7-06)_H09 829 Not assembled     Frag 
0776-94-(6-7-06)_A10 880 Not assembled     Frag 
0777-94-(6-7-06)_B10 850 Not assembled     Frag 
0778-94-(6-7-06)_C10 818 Not assembled     Frag 
0779-94-(6-7-06)_D10 867 Not assembled     Frag 
0780-94-(6-7-06)_E10 851 Not assembled     Frag 
0782-94-(6-7-06)_G10 843 Not assembled     Frag 
0785-94-(6-7-06)_B11 853 Not assembled     Frag 
0788-94-(6-7-06)_D11 818 Not assembled     Frag 
0789-94-(6-7-06)_E11 871 Not assembled     Frag 
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0790-94-(6-7-06)_F11 884 Not assembled     Frag 
0791-94-(6-7-06)_G11 854 Not assembled     Frag 
0792-94-(6-7-06)_H11 781 Not assembled     Frag 
0793-94-(6-14-06)_C05 838 Not assembled     Frag 
0795-94-(6-7-06)_C12 856 Not assembled     Frag 
0796-94-(6-7-06)_D12 873 Not assembled     Frag 
0797-94-(6-7-06)_E12 849 Not assembled     Frag 
0799-94-(6-7-06)_F12 831 Not assembled     Frag 
0800-94-(6-7-06)_G12 861 Not assembled     Frag 
0801-94-(6-5-06)_A01 948 Not assembled     Frag 
0802-94-(6-5-06)_B01 831 Not assembled     Frag 
0803-94-(6-5-06)_C01 943 Not assembled     Frag 
0804-94-(6-5-06)_D01 907 Not assembled     Frag 
0805-94-(6-5-06)_E01 908 Not assembled     Frag 
0806-94-(6-5-06)_F01 777 Not assembled     Frag 
0807-94-(6-5-06)_G01 728 Not assembled     Frag 
0808-94-(6-5-06)_H01 924 Not assembled     Frag 
0810-94-(6-5-06)_B02 910 Not assembled     Frag 
0811-94-(6-5-06)_C02 941 Not assembled     Frag 
0813-94-(6-5-06)_E02 896 Not assembled     Frag 
0814-94-(6-5-06)_F02 923 Not assembled     Frag 
0815-94-(6-14-06)_E05 873 Not assembled     Frag 
0817-94-(6-5-06)_A03 860 Not assembled     Frag 
0818-94-(6-5-06)_B03 435 Not assembled     Frag 
0821-94-(6-5-06)_E03 870 Not assembled     Frag 
0822-94-(6-5-06)_F03 769 Not assembled     Frag 
0823-94-(6-5-06)_G03 547 Not assembled     Frag 
0824-94-(6-5-06)_H03 901 Not assembled     Frag 
0825-94-(6-5-06)_A04 842 Not assembled     Frag 
0826-94-(6-5-06)_B04 822 Not assembled     Frag 
0829-94-(6-5-06)_E04 909 Not assembled     Frag 
0830-94-(6-5-06)_F04 879 Not assembled     Frag 
0831-94-(6-5-06)_G04 816 Not assembled     Frag 
0833-94-(6-5-06)_A05 865 Not assembled     Frag 
0834-94-(6-15-06bad)_H10 617 Not assembled     Frag 
0835-94-(6-5-06)_C05 837 Not assembled     Frag 
0836-94-(6-5-06)_D05 888 Not assembled     Frag 
0838-94-(6-5-06)_F05 926 Not assembled     Frag 
0839-94-(6-14-06)_C06 959 Not assembled     Frag 
0841-94-(6-5-06)_A06 923 Not assembled     Frag 
0842-94-(6-5-06)_B06 938 Not assembled     Frag 
0843-94-(6-5-06)_C06 929 Not assembled     Frag 
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0844-94-(6-5-06)_D06 875 Not assembled     Frag 
0846-94-(6-5-06)_F06 825 Not assembled     Frag 
0847-94-(6-5-06)_G06 634 Not assembled     Frag 
0849-94-(6-5-06)_A07 858 Not assembled     Frag 
0851-94-(6-5-06)_C07 944 Not assembled     Frag 
0854-94-(6-5-06)_F07 810 Not assembled     Frag 
0855-94-(6-5-06)_G07 915 Not assembled     Frag 
0856-94-(6-5-06)_H07 836 Not assembled     Frag 
0857-94-(6-5-06)_A08 952 Not assembled     Frag 
0858-94-(6-5-06)_B08 897 Not assembled     Frag 
0859-94-(6-5-06)_C08 890 Not assembled     Frag 
0860-94-(6-5-06)_D08 892 Not assembled     Frag 
0861-94-(6-5-06)_E08 748 Not assembled     Frag 
0863-94-(6-5-06)_G08 941 Not assembled     Frag 
0866-94-(6-5-06)_B09 850 Not assembled     Frag 
0867-94-(6-5-06)_C09 0 Not assembled     Frag 
0870-94-(6-5-06)_F09 747 Not assembled     Frag 
0871-94-(6-14-06)_G06 874 Not assembled     Frag 
0872-94-(6-5-06)_H09 861 Not assembled     Frag 
0881-94-(6-5-06)_A11 881 Not assembled     Frag 
0883-94-(6-5-06)_C11 864 Not assembled     Frag 
0884-94-(6-5-06)_D11 933 Not assembled     Frag 
0885-94-(6-5-06)_E11 925 Not assembled     Frag 
0886-94-(6-5-06)_F11 862 Not assembled     Frag 
0887-94-(6-5-06)_G11 804 Not assembled     Frag 
0888-94-(6-5-06)_H11 911 Not assembled     Frag 
0889-94-(6-5-06)_A12 882 Not assembled     Frag 
0890-94-(6-14-06)_E07 904 Not assembled     Frag 
0891-94-(6-5-06)_C12 921 Not assembled     Frag 
0892-94-(6-5-06)_D12 820 Not assembled     Frag 
0894-94-(6-5-06)_F12 830 Not assembled     Frag 
0895-94-(6-5-06)_G12 699 Not assembled     Frag 
0896-94-(6-5-06)_H12 865 Not assembled     Frag 
0897-94-(6-14-06)_G07 881 Not assembled     Frag 
0898-94-(6-14-06)_H07 840 Not assembled     Frag 
0901-94-(6-14-06)_D10 872 Not assembled     Frag 
0902-94-(6-14-06)_E10 801 Not assembled     Frag 
0904-94-(6-14-06)_G10 841 Not assembled     Frag 
0905-94-(6-14-06)_H10 895 Not assembled     Frag 
0907-94-(6-14-06)_B11 953 Not assembled     Frag 
0908-94-(6-14-06)_C11 845 Not assembled     Frag 
0910-94-(6-14-06)_E11 880 Not assembled     Frag 
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0911-94-(6-14-06)_F11 925 Not assembled     Frag 
0914-94-(6-14-06)_A12 871 Not assembled     Frag 
0915-94-(6-14-06)_B12 889 Not assembled     Frag 
0916-94-(6-14-06)_C12 933 Not assembled     Frag 
0917-94-(6-14-06)_D12 815 Not assembled     Frag 
0918-94-(6-14-06)_E12 877 Not assembled     Frag 
0919-94-(6-14-06)_F12 879 Not assembled     Frag 
0920-94-(6-14-06)_G12 870 Not assembled     Frag 
0921-94-(6-14-06)_H12 851 Not assembled     Frag 
0922-94-(6-15-06)_A01 928 Not assembled     Frag 
0923-94-(6-15-06)_B01 833 Not assembled     Frag 
0925-94-(6-16-06)_C11 905 Not assembled     Frag 
0926-94-(6-15-06)_E01 25 Not assembled     Frag 
0926-94-(6-16-06)_D11 904 Not assembled     Frag 
0927-94-(6-15-06)_F01 739 Not assembled     Frag 
0929-94-(6-15-06)_H01 702 Not assembled     Frag 
0930-94-(6-16-06)_F11 706 Not assembled     Frag 
0931-94-(6-16-06)_G11 899 Not assembled     Frag 
0933-94-(6-16-06)_A12 0 Not assembled     Frag 
0936-94-(6-16-06)_D12 917 Not assembled     Frag 
0938-94-(6-15-06)_A03 823 Not assembled     Frag 
0940-94-(6-15-06)_C03 851 Not assembled     Frag 
0942-94-(6-15-06)_E03 818 Not assembled     Frag 
0943-94-(6-16-06)_F12 905 Not assembled     Frag 
0944-94-(6-15-06)_G03 878 Not assembled     Frag 
0945-94-(6-15-06)_H03 870 Not assembled     Frag 
0946-94-(6-15-06)_A04 612 Not assembled     Frag 
1002-94-(6-2-06)_B01 924 Not assembled     Frag 
1003-94-(6-2-06)_C01 881 Not assembled     Frag 
1004-94(6-2-06Truncated)_D01 376 Not assembled     Frag 
1005-94-(6-2-06)_E01 903 Not assembled     Frag 
1006-94-(6-2-06)_F01 742 Not assembled     Frag 
1007-94-(6-2-06)_G01 920 Not assembled     Frag 
1008-94-(6-2-06)_H01 822 Not assembled     Frag 
1009-94-(6-2-06)_A02 849 Not assembled     Frag 
1010-94-(6-2-06)_B02 860 Not assembled     Frag 
1014-94-(6-2-06)_E02 880 Not assembled     Frag 
1015-94-(6-2-06)_F02 895 Not assembled     Frag 
1016-94-(6-2-06)_G02 936 Not assembled     Frag 
1017-94-(6-2-06)_H02 878 Not assembled     Frag 
1018-94-(6-2-06)_A03 896 Not assembled     Frag 
1019-94-(6-2-06)_B03 883 Not assembled     Frag 
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1021-94-(6-2-06)_D03 831 Not assembled     Frag 
1025-94-(6-2-06)_H03 822 Not assembled     Frag 
1026-94-(6-2-06)_A04 809 Not assembled     Frag 
1027-94-(6-2-06)_B04 957 Not assembled     Frag 
1028-94-(6-2-06)_C04 944 Not assembled     Frag 
1029-94-(6-2-06)_D04 699 Not assembled     Frag 
1030-94-(6-2-06)_E04 917 Not assembled     Frag 
1031-94-(6-2-06)_F04 770 Not assembled     Frag 
1032-94-(6-2-06)_G04 883 Not assembled     Frag 
1032-94-(6-16-06)_D06 756 Not assembled     Frag 
1033-94-(6-2-06)_H04 1 Not assembled     Frag 
1034-94-(6-14-06)_F08 887 Not assembled     Frag 
1035-94-(6-14-06)_G08 903 Not assembled     Frag 
1036-94-(6-2-06)_C05 766 Not assembled     Frag 
1037-94-(6-14-06)_H08 0 Not assembled     Frag 
1039-94-(6-2-06)_F05 850 Not assembled     Frag 
1040-94-(6-2-06)_G05 917 Not assembled     Frag 
1041-94-(6-2-06)_H05 870 Not assembled     Frag 
1042-94-(6-15-06)_E12 886 Not assembled     Frag 
1046-94-(6-2-06)_E06 886 Not assembled     Frag 
1047-94-(6-2-06)_F06 821 Not assembled     Frag 
1050-94-(6-2-06)_A07 856 Not assembled     Frag 
1052-94-(6-2-06)_C07 870 Not assembled     Frag 
1054-94-(6-2-06)_E07 863 Not assembled     Frag 
1058-94-(6-2-06)_H07 794 Not assembled     Frag 
1060-94-(6-2-06)_B08 871 Not assembled     Frag 
1061-94-(6-2-06)_C08 877 Not assembled     Frag 
1063-94-(6-2-06)_E08 660 Not assembled     Frag 
1064-94-(6-2-06)_F08 882 Not assembled     Frag 
1067-94-(6-2-06)_A09 908 Not assembled     Frag 
1069-94-(6-2-06)_C09 820 Not assembled     Frag 
1071-94-(6-2-06)_E09 916 Not assembled     Frag 
1072-94-(6-2-06)_F09 919 Not assembled     Frag 
1073-94-(6-2-06)_G09 911 Not assembled     Frag 
1075-94-(6-2-06)_A10 832 Not assembled     Frag 
1076-94-(6-2-06)_B10 923 Not assembled     Frag 
1077-94-(6-2-06)_C10 913 Not assembled     Frag 
1078-94-(6-2-06)_D10 665 Not assembled     Frag 
1079-94-(6-2-06)_E10 850 Not assembled     Frag 
1080-94-(6-2-06)_F10 910 Not assembled     Frag 
1081-94-(6-2-06)_G10 896 Not assembled     Frag 
1082-94-(6-2-06)_H10 872 Not assembled     Frag 
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1083-94-(6-2-06)_A11 871 Not assembled     Frag 
1084-94-(6-2-06)_B11 866 Not assembled     Frag 
1085-94-(6-2-06)_C11 827 Not assembled     Frag 
1086-94-(6-2-06)_D11 915 Not assembled     Frag 
1087-94-(6-2-06)_E11 853 Not assembled     Frag 
1088-94-(6-2-06)_F11 871 Not assembled     Frag 
1089-94-(6-2-06)_G11 831 Not assembled     Frag 
1090-94-(6-2-06)_H11 877 Not assembled     Frag 
1092-94-(6-2-06)_B12 177 Not assembled     Frag 
1094-94-(6-2-06)_D12 733 Not assembled     Frag 
1096-94-(6-2-06)_F12 871 Not assembled     Frag 
1097-94-(6-2-06)_G12 864 Not assembled     Frag 
1101-94-(6-9-06)_A07 926 Not assembled     Frag 
1102-94-(6-9-06)_B07 894 Not assembled     Frag 
1104-94-(6-9-06)_D07 902 Not assembled     Frag 
1105-94-(6-9-06)_E07 848 Not assembled     Frag 
1107-94-(6-9-06)_G07 940 Not assembled     Frag 
1108-94-(6-9-06)_H07 798 Not assembled     Frag 
1110-94-(6-9-06)_B08 868 Not assembled     Frag 
1111-94-(6-9-06)_C08 661 Not assembled     Frag 
1113-94-(6-9-06)_E08 872 Not assembled     Frag 
1115-94-(6-9-06)_G08 897 Not assembled     Frag 
1116-94-(6-9-06)_H08 870 Not assembled     Frag 
1118-94-(6-9-06)_B09 833 Not assembled     Frag 
1120-94-(6-9-06)_D09 929 Not assembled     Frag 
1123-94-(6-9-06)_G09 852 Not assembled     Frag 
1124-94-(6-9-06)_H09 759 Not assembled     Frag 
1125-94-(6-9-06)_A10 920 Not assembled     Frag 
1126-94-(6-9-06)_B10 792 Not assembled     Frag 
1127-94-(6-9-06Truncated)_C10 789 Not assembled     Frag 
1128-94-(6-9-06Truncated)_D10 713 Not assembled     Frag 
1130-94-(6-9-06)_F10 888 Not assembled     Frag 
1133-94-(6-9-06)_A11 901 Not assembled     Frag 
1134-94-(6-9-06)_B11 829 Not assembled     Frag 
1135-94-(6-9-06)_C11 854 Not assembled     Frag 
1137-94-(6-9-06)_E11 900 Not assembled     Frag 
1138-94-(6-9-06)_F11 846 Not assembled     Frag 
1139-94-(6-9-06)_G11 800 Not assembled     Frag 
1141-94-(6-9-06)_A12 921 Not assembled     Frag 
1142-94-(6-9-06)_B12 926 Not assembled     Frag 
1143-94-(6-9-06)_C12 863 Not assembled     Frag 
1144-94-(6-9-06)_D12 914 Not assembled     Frag 
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1145-94-(6-9-06Truncated)_E12 355 Not assembled     Frag 
1146-94-(6-9-06)_F12 883 Not assembled     Frag 
1147-94-(6-9-06Truncated)_G12 258 Not assembled     Frag 
1148-94-(6-9-06)_H12 864 Not assembled     Frag 
1151-94-(6-15-06)_C04 920 Not assembled     Frag 
1152-94-(6-15-06)_D04 870 Not assembled     Frag 
1159-94-(6-15-06)_A05 887 Not assembled     Frag 
1160-94-(6-15-06)_B05 795 Not assembled     Frag 
1163-94-(6-15-06)_C05 927 Not assembled     Frag 
1166-94-(6-15-06)_E05 874 Not assembled     Frag 
1167-94-(6-15-06)_F05 900 Not assembled     Frag 
1169-94-(6-15-06)_G05 803 Not assembled     Frag 
1170-94-(6-15-06)_H05 861 Not assembled     Frag 
1171-94-(6-15-06)_A06 933 Not assembled     Frag 
1172-94-(6-15-06)_B06 899 Not assembled     Frag 
1174-94-(6-15-06)_D06 920 Not assembled     Frag 
1178-94-(6-15-06)_E06 864 Not assembled     Frag 
1179-94-(6-15-06)_F06 905 Not assembled     Frag 
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APPENDIX G: SINGLET INFORMATION 
 
Name Length Original length 5'Trimmed 
bases 
3'Trimmed 
bases 
1092-94-(6-2-06)_B12 177 1230 74 979 
1147-94-(6-9-06Truncated)_G12 258 398 63 77 
0010-93-G12(4-21-06) 346 557 44 167 
1145-94-(6-9-06Truncated)_E12 355 1186 62 769 
1004-94(6-2-06Truncated)_D01 376 598 29 193 
0728-94-(6-7-06)_D04 427 799 70 302 
0818-94-(6-5-06)_B03 435 640 72 133 
0329-94-(6-27-06)_H03 458 639 29 152 
0037-94-D02(4-28-06) 471 1017 33 513 
0161-94-A07(5-5-06) 471 640 36 133 
0823-94-(6-5-06)_G03 547 1112 73 492 
0431-94-(6-16-06)_G01 600 1071 73 398 
0130-94-B03(5-9-06) 605 1019 67 347 
0509-94-(6-8-06)_A02 607 1213 69 537 
0946-94-(6-15-06)_A04 612 1071 51 408 
0834-94-(6-15-06bad)_H10 617 1225 147 461 
0006-93-B05(4-20-06) 628 1017 91 298 
0463-94-(6-16-06)_E05 631 1038 64 343 
0847-94-(6-5-06)_G06 634 1099 84 381 
0032-93-A10(4-21-06) 643 1004 45 316 
0164-94-D07(5-5-06) 644 1007 88 275 
006-94-E05(4-28-06) 650 1015 73 292 
0576-94-(6-12-06)_E11 650 925 28 247 
0149-94-E05(5-9-06) 654 995 29 312 
0352-94-(6-27-06)_H04 657 1125 14 454 
0046-94-E03(4-28-06) 659 992 115 218 
1063-94-(6-2-06)_E08 660 1135 32 443 
1111-94-(6-9-06)_C08 661 695 14 20 
0244-94-E12(5-10-06) 663 857 68 126 
0119-94-F12(4-28-06) 664 996 31 301 
0087-93-B03(4-21-06) 665 1011 42 304 
1078-94-(6-2-06)_D10 665 1129 67 397 
0239-94-H11(5-10-06) 669 892 73 150 
0048-94-G03(4-28-06) 670 1019 73 276 
0029-94-D01(4-28-06) 674 1004 73 257 
0233-94-B11(5-10-06) 674 873 68 131 
0042-93-G08(4-21-06) 675 882 16 191 
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0047-93-B08(4-21-06) 675 1000 43 282 
0071_B05(Rev4-21-06) 675 998 41 282 
0117-94-D12(4-28-06) 675 985 110 200 
0141-94-E04(5-9-06) 675 1002 37 290 
0097-94-H09(4-28-06) 680 1015 74 261 
0074-93-G04(4-21-06) 682 995 45 268 
0006-94-C05(4-20-06) 683 1025 69 273 
0072-94-F01(5-9-06) 684 1010 81 245 
0131-94-C03(5-9-06) 684 1025 81 260 
0007for_D05' 687 996 39 270 
0229-94-F10(5-10-06) 689 1013 42 282 
0106-94-A11(4-28-06) 696 992 72 224 
0052-94-C04(4-28-06) 697 999 92 210 
0065-94-H05(4-28-06) 697 998 33 268 
0162-94-B07(5-5-06) 697 1039 76 266 
0087-94-F08(4-28-06) 698 1025 35 292 
0192-94-A06(5-10-06) 698 1017 77 242 
0625-94-(6-6-06)_A04 698 1069 21 350 
0457-94-(6-16-06)_G04 699 1065 61 305 
0895-94-(6-5-06)_G12 699 1193 80 414 
1029-94-(6-2-06)_D04 699 1128 38 391 
0220-94E09(5-10-06) 700 1012 61 251 
0008-94-G05(4-20-06) 701 1022 37 284 
0172-94-E03(5-10-06) 702 1005 44 259 
0929-94-(6-15-06)_H01 702 1165 79 384 
0071_F06(For4-28-06) 705 1020 72 243 
0105-94-H10(4-28-06) 705 1021 73 243 
0030-94-E01(4-28-06) 706 984 69 209 
0121-94-H12(4-28-06) 706 1028 75 247 
0930-94-(6-16-06)_F11 706 1084 44 334 
0026-94-(6-12-06)_A01 707 871 30 134 
0045-94-D03(4-28-06) 708 1020 76 236 
0180-94-E04(5-10-06) 708 1010 30 272 
0086-94-E08(4-28-06) 709 1013 77 227 
0120-94-A02(5-9-06) 709 1004 88 207 
0450-94-(6-16-06)_H03 709 1086 34 343 
0137-94-A04(5-9-06) 710 991 35 246 
0063-94-F05(4-28-06) 711 1012 69 232 
0209-94-B08(5-10-06) 711 1026 29 286 
0133-94-E03(5-9-06) 712 1006 71 223 
0237-94-F11(5-10-06) 712 893 48 133 
0221-94-F09(5-10-06) 713 1008 53 242 
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1128-94-(6-9-06Truncated)_D10 713 837 27 97 
0140-94-D04(5-9-06) 714 1014 75 225 
0238-94-G11(5-10-06) 714 889 21 154 
0111-94-F11(4-28-06) 717 1012 36 259 
0047-94-F03(4-28-06) 718 1024 27 279 
0147-94-C05(5-9-06) 718 998 33 247 
1305-94-(6-16-06)_G06 719 1152 123 310 
0074-94-A07(4-28-06) 719 1022 88 215 
0095-93-B02(4-21-06) 719 1024 28 277 
0235-94-D11(5-10-06) 720 871 55 96 
0242-94-C12(5-10-06) 720 852 70 62 
0430-94-(6-16-06)_F01 720 1042 38 284 
0118-94-E12(4-28-06) 721 997 72 204 
0195-94-D06(5-10-06) 722 1009 31 256 
0562-94-(6-8-06)_H07 724 1130 69 337 
0245-94-F12(5-10-06) 725 886 44 117 
0079-93-B04(4-21-06) 726 1036 17 293 
0139-94-C04(5-9-06) 726 999 70 203 
0123-94-C02(5-9-06) 728 1004 76 200 
0134-94-F03(5-9-06) 728 1000 33 239 
0807-94-(6-5-06)_G01 728 1128 26 374 
0032-94-G01(4-28-06) 729 1014 72 213 
0054-94-E04(4-28-06) 729 1046 75 242 
0227-94-D10(5-10-06) 730 1037 45 262 
0185-94-B05(5-10-06) 733 1013 45 235 
1094-94-(6-2-06)_D12 733 1085 40 312 
0110-94-E11(4-28-06) 734 1025 75 216 
0225-94-B10(5-10-06) 736 1020 76 208 
0179-94-D04(5-10-06) 737 995 73 185 
0228-94-E10(5-10-06) 738 1020 30 252 
0927-94-(6-15-06)_F01 739 1171 72 360 
0148-94-D05(5-9-06) 740 1015 65 210 
0514-94-(6-8-06)_F02 741 944 20 183 
0603-94-(6-6-06)_C01 742 1216 75 399 
1006-94-(6-2-06)_F01 742 1103 36 325 
0208-94-A08(5-10-06) 744 1014 65 205 
0607-94-(6-6-06)_G01 744 938 48 146 
0177-94-B04(5-10-06) 746 988 36 206 
0870-94-(6-5-06)_F09 747 1161 78 336 
0129-94-A03(5-9-06) 748 1003 69 186 
0234-94-C11(5-10-06) 748 877 37 92 
0241-94-B12(5-10-06) 748 851 42 61 
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0518-94-(6-8-06)_B03 748 1127 27 352 
0861-94-(6-5-06)_E08 748 949 30 171 
0446-94-(6-16-06)_E03 750 1079 34 295 
0210-94-C08(5-10-06) 752 1023 31 240 
0115-94-B12(4-28-06) 753 988 46 189 
0660-94-(6-6-06)_D08 753 1148 46 349 
0649-94-(6-6-06)_A07 754 1194 82 358 
0572-94-(6-8-06)_G08 755 1132 62 315 
0016-93-A12(4-21-06) 756 991 15 220 
0163-94-C07(5-5-06) 756 1017 66 195 
0200-94-A07(5-10-06) 756 1010 32 222 
0211-94-D08(5-10-06) 756 1017 44 217 
1032-94-(6-16-06)_D06 756 1167 122 289 
0214-94(5-31-06)_010 757 1140 36 347 
0350-94-(6-9-06)_G04 757 1135 26 352 
0060-94-C05(4-28-06) 758 1016 35 223 
0136-94(5-31-06)_011 759 1182 79 344 
0226-94-C10(5-10-06) 759 1026 45 222 
1124-94-(6-9-06)_H09 759 1135 72 304 
0347-94-(6-12-06)_F06 762 1206 79 365 
0398-94-(6-8-06)_F12 762 1135 47 326 
0175-94-H03(5-10-06) 766 976 34 176 
0598-94-(6-8-06)_E11 766 1177 36 375 
1036-94-(6-2-06)_C05 766 1191 77 348 
0075-94-B07(4-28-06) 768 998 36 194 
0219-94-D09(5-10-06) 768 1049 34 247 
0822-94-(6-5-06)_F03 769 1192 23 400 
1031-94-(6-2-06)_F04 770 1128 172 186 
0283-94(5-31-06)_011 773 1092 33 286 
0759-94-(6-7-06)_C08 775 1094 71 248 
0313-94-(6-9-06)_B01 776 1165 33 356 
0465-94-(6-16-06)_G05 776 1107 69 262 
0643-94-(6-6-06)_C06 776 1192 41 375 
0349-94-(6-9-06)_F04 777 1183 71 335 
0806-94-(6-5-06)_F01 777 1101 24 300 
0626-94-(6-6-06)_B04 779 1115 71 265 
0648-94(6-6-06)_H06 780 1131 79 272 
0792-94-(6-7-06)_H11 781 1135 70 284 
0468-94-(6-16-06)_B06 782 1170 121 267 
0223-94-H09(5-10-06) 784 1012 37 191 
0250-94(5-31-06)_009 784 1182 46 352 
0099-94-B10(4-28-06) 786 1007 36 185 
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0513-94-(6-8-06)_E02 786 1219 30 403 
0708-94-(6-7-06)_H01 786 1089 26 277 
0085-94-D08(4-28-06) 788 1010 37 185 
0323-94-(6-9-06)_C02 788 1174 70 316 
0591-94-(6-8-06)_F10 788 1153 31 334 
1127-94-(6-9-06Truncated)_C10 789 889 17 83 
0584-94-(6-8-06)_G09 791 1146 40 315 
0019-94_008(5-31-06) 792 1137 80 265 
1126-94-(6-9-06)_B10 792 1185 34 359 
0124-94-D02(5-9-06) 794 992 32 166 
0506-94-(6-8-06)_F01 794 1148 52 302 
0533-94-(6-8-06)_A05 794 1162 39 329 
1058-94-(6-2-06)_H07 794 1149 41 314 
1160-94-(6-15-06)_B05 795 1183 31 357 
0719-94-(6-7-06)_C03 798 1113 73 242 
1108-94-(6-9-06)_H07 798 1142 73 271 
0556-94-(6-12-06)_H10 800 1127 69 258 
1139-94-(6-9-06)_G11 800 1151 22 329 
0902-94-(6-14-06)_E10 801 1010 27 182 
0309-94(5-31-06)_012 802 1132 85 245 
0739-94-(6-7-06)_G05 802 1173 121 250 
0756-94-(6-7-06)_H07 802 1135 71 262 
1169-94-(6-15-06)_G05 803 1114 45 266 
0380-94-(6-12-06)_G09 804 1143 64 275 
0887-94-(6-5-06)_G11 804 1188 31 353 
0257-94(5-31-06)_008 805 1135 75 255 
0704-94-(6-7-06)_D01 806 1141 33 302 
0736-94-(6-7-06)_D05 806 1174 72 296 
0112-94-(6-12-06)_D04 807 1144 41 296 
1301-94-(6-16-06)_C06 808 1152 122 222 
0535-94-(6-8-06)_C05 808 1166 77 281 
0609-94-(6-6-06)_A02 808 1173 71 294 
1026-94-(6-2-06)_A04 809 1171 78 284 
0278-94(5-31-06)_001 810 1122 72 240 
0854-94-(6-5-06)_F07 810 1114 31 273 
0319-94-(6-9-06)_G01 811 1151 65 275 
0549-94-(6-12-06)_F10 812 1155 79 264 
0709-94-(6-7-06)_A02 812 1174 40 322 
0311-94(5-31-06)_016 813 1147 70 264 
0735-94-(6-7-06)_C05 813 1116 67 236 
0315-94-(6-9-06)_D01 814 1198 40 344 
0740-94-(6-7-06)_H05 815 1116 68 233 
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0917-94-(6-14-06)_D12 815 1085 30 240 
0831-94-(6-5-06)_G04 816 1150 32 302 
0286-94(5-31-06)_002 817 1151 80 254 
0655-94-(6-6-06)_G07 817 1141 69 255 
0358-94-(6-12-06)_C07 818 1141 76 247 
0645-94-(6-6-06)_E06 818 1138 75 245 
0653-94-(6-6-06)_E07 818 1137 71 248 
0778-94-(6-7-06)_C10 818 1138 31 289 
0788-94-(6-7-06)_D11 818 1155 66 271 
0942-94-(6-15-06)_E03 818 1132 40 274 
0127-94(5-31-06)_007 819 1113 73 221 
0604-94-(6-6-06)_D01 819 1167 81 267 
0613-94-(6-6-06)_E02 819 1144 26 299 
0300-94(5-31-06)_013 820 1148 68 260 
0644-94-(6-6-06)_D06 820 1187 42 325 
0684-94-(6-6-06)_D11 820 1119 68 231 
0763-94-(6-7-06)_G08 820 1148 72 256 
0892-94-(6-5-06)_D12 820 1173 71 282 
1069-94-(6-2-06)_C09 820 1134 29 285 
1047-94-(6-2-06)_F06 821 1158 68 269 
0159-94(5-31-06)_004 822 1108 61 225 
0460-94-(6-16-06)_B05 822 1135 70 243 
0544-94-(6-8-06)_D06 822 1150 79 249 
0826-94-(6-5-06)_B04 822 1166 19 325 
1008-94-(6-2-06)_H01 822 1157 70 265 
1025-94-(6-2-06)_H03 822 1159 78 259 
0328-94-(6-9-06)_G02 823 1190 36 331 
0511-94-(6-8-06)_C02 823 1192 30 339 
0617-94-(6-6-06)_A03 823 1146 32 291 
0938-94-(6-15-06)_A03 823 1184 83 278 
0360-94-(6-12-06)_E07 824 1139 34 281 
0846-94-(6-5-06)_F06 825 1150 36 289 
0515-94-(6-8-06)_G02 826 1159 44 289 
0770-94-(6-14-06)_B05' 826 1146 66 254 
1085-94-(6-2-06)_C11 827 1151 81 243 
0143-94(5-31-06)_013 828 1188 73 287 
0390-94-(6-8-06)_G11 828 1131 83 220 
0679-94-(6-6-06)_G10 828 1156 38 290 
0698-94-(6-12-06)_G12 828 1178 72 278 
0688-94-(6-6-06)_H11 829 1127 22 276 
0774-94-(6-7-06)_H09 829 1128 67 232 
1134-94-(6-9-06)_B11 829 1175 78 268 
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1193-94-(6-15-06)_E07 830 1139 23 286 
0232-94-A11(5-10-06) 830 881 34 17 
0571-94-(6-8-06)_F08 830 1137 62 245 
0605-94-(6-6-06)_E01 830 1148 31 287 
0633-94-(6-6-06)_A05 830 1080 25 225 
0755-94-(6-7-06)_G07 830 1154 55 269 
0894-94-(6-5-06)_F12 830 1010 76 104 
0365-94-(6-12-06)_B08 831 1165 32 302 
0529-94-(6-8-06)_E04 831 1153 46 276 
0587-94-(6-8-06)_B10 831 1121 11 279 
0738-94-(6-7-06)_F05 831 1126 43 252 
0752-94-(6-7-06)_D07 831 1140 72 237 
0799-94-(6-7-06)_F12 831 1162 60 271 
0802-94-(6-5-06)_B01 831 1163 74 258 
1021-94-(6-2-06)_D03 831 1139 68 240 
1089-94-(6-2-06)_G11 831 1158 34 293 
0540-94-(6-8-06)_H05 832 1143 45 266 
0642-94-(6-6-06)_B06 832 1088 77 179 
0647-94-(6-6-06)_G06 832 1159 42 285 
0667-94-(6-6-06)_C09 832 1137 65 240 
1075-94-(6-2-06)_A10 832 1174 74 268 
0616-94-(6-6-06)_H02 833 1139 52 254 
0672-94-(6-6-06)_H09 833 1152 21 298 
0923-94-(6-15-06)_B01 833 1153 29 291 
1118-94-(6-9-06)_B09 833 1146 34 279 
0606-94-(6-6-06)_F01 834 1172 43 295 
0724-94-(6-7-06)_H03 835 1140 28 277 
0657-94-(6-6-06)_A08 836 1184 84 264 
0856-94-(6-5-06)_H07 836 1116 66 214 
0252-94(5-31-06)_013 837 1129 68 224 
0523-94-(6-8-06)_G03 837 1138 72 229 
0528-94-(6-8-06)_D04 837 1150 44 269 
0580-94-(6-8-06)_D09 837 1149 34 278 
0835-94-(6-5-06)_C05 837 1177 79 261 
0531-94-(6-8-06)_G04 838 1134 74 222 
0702-94-(6-7-06)_B01 838 1181 35 308 
0744-94-(6-7-06)_D06 838 1139 72 229 
0793-94-(6-14-06)_C05 838 1129 64 227 
0012-94_009(5-31-06) 840 1141 73 228 
0503-94-(6-8-06)_C01 840 1175 38 297 
0666-94-(6-6-06)_B09 840 1151 70 241 
0898-94-(6-14-06)_H07 840 1130 26 264 
374 
 
 
0361-94-(6-12-06)_F07 841 1163 22 300 
0904-94-(6-14-06)_G10 841 1159 34 284 
0691-94-(6-6-06)_C12 842 1131 63 226 
0825-94-(6-5-06)_A04 842 1179 80 257 
0265-94(5-31-06)_007 843 1124 22 259 
0782-94-(6-7-06)_G10 843 1148 30 275 
0016-94_002(5-31-06) 845 1133 30 258 
0023-94_016(5-31-06) 845 1118 33 240 
0748-94-(6-7-06)_H06 845 1109 28 236 
0908-94-(6-14-06)_C11 845 1153 27 281 
0597-94-(6-8-06)_D11 846 1136 50 240 
1138-94-(6-9-06)_F11 846 1155 63 246 
1182-94-(6-15-06)_H06 847 1145 74 224 
0567-94-(6-8-06)_B08 848 1168 77 243 
0612-94-(6-6-06)_D02 848 1169 51 270 
0710-94-(6-7-06)_B02 848 1173 25 300 
0716-94-(6-14-06)_H04 848 1150 37 265 
1105-94-(6-9-06)_E07 848 1156 64 244 
0332-94-(6-9-06)_A03 849 1166 40 277 
0734-94-(6-7-06)_B05 849 1161 37 275 
0797-94-(6-7-06)_E12 849 1165 42 274 
1009-94-(6-2-06)_A02 849 1148 67 232 
0128-94(5-31-06)_009 850 1145 80 215 
0777-94-(6-7-06)_B10 850 1125 29 246 
0866-94-(6-5-06)_B09 850 1143 23 270 
1039-94-(6-2-06)_F05 850 1140 14 276 
1079-94-(6-2-06)_E10 850 1131 35 246 
0269-94(5-31-06)_015 851 1135 41 243 
0372-94-(6-12-06)_H08 851 1111 50 210 
0717-94-(6-7-06)_A03 851 1123 35 237 
0780-94-(6-7-06)_E10 851 1138 38 249 
0921-94-(6-14-06)_H12 851 1165 39 275 
0940-94-(6-15-06)_C03 851 1151 43 257 
0260-94(5-31-06)_014 852 1141 71 218 
0285-94(5-31-06)_015 852 1155 65 238 
0507-94-(6-8-06)_G01 852 1178 70 256 
0746-94-(6-7-06)_F06 852 1168 72 244 
1123-94-(6-9-06)_G09 852 1154 35 267 
0750-94-(6-7-06)_B07 853 1152 38 261 
0785-94-(6-7-06)_B11 853 1164 28 283 
1087-94-(6-2-06)_E11 853 1121 34 234 
0541-94-(6-8-06)_A06 854 1158 41 263 
375 
 
 
0676-94-(6-6-06)_D10 854 1133 30 249 
0791-94-(6-7-06)_G11 854 1135 43 238 
1135-94-(6-9-06)_C11 854 903 33 16 
0307-94-(6-12-06)_F05 855 1152 35 262 
0369-94-(6-12-06)_F08 855 1128 64 209 
0459-94-(6-16-06)_A05 855 1151 47 249 
0614-94-(6-6-06)_F02 855 1139 31 253 
0520-94-(6-8-06)_D03 856 1144 38 250 
0532-94-(6-8-06)_H04 856 1160 45 259 
0545-94-(6-8-06)_E06 856 1161 36 269 
0592-94-(6-8-06)_G10 856 1162 63 243 
0652-94-(6-6-06)_D07 856 1153 83 214 
0664-94-(6-6-06)_H08 856 1112 34 222 
0795-94-(6-7-06)_C12 856 1161 31 274 
1050-94-(6-2-06)_A07 856 1165 76 233 
0013-94_011(5-31-06) 857 1143 41 245 
0261-94(5-31-06)_016 857 1131 39 235 
0378-94-(6-12-06)_E09 857 1151 20 274 
0426-94-(6-16-06)_B01 857 1162 47 258 
0439-94-(6-16-06)_G02 857 1147 29 261 
0595-94-(6-8-06)_B11 857 1156 51 248 
0663-94-(6-6-06)_G08 857 1154 28 269 
0306-94(5-31-06)_006 858 1149 80 211 
0548-94-(6-8-06)_H06 858 1152 44 250 
0733-94-(6-7-06)_A05 858 1174 44 272 
0849-94-(6-5-06)_A07 858 1173 39 276 
0373-94-(6-12-06)_A09 859 1108 39 210 
0379-94-(6-12-06)_F09 859 1157 75 223 
0546-94-(6-8-06)_F06 859 1153 53 241 
0276-94(5-31-06)_014 860 1147 45 242 
0454-94-(6-16-06)_D04 860 1131 78 193 
0517-94-(6-8-06)_A03 860 1143 46 237 
0659-94-(6-6-06)_C08 860 1167 27 280 
0817-94-(6-5-06)_A03 860 1196 82 254 
1010-94-(6-2-06)_B02 860 1150 69 221 
0107-94-(6-12-06)_A04 861 1141 24 256 
0359-94-(6-12-06)_D07 861 1150 44 245 
0671-94-(6-6-06)_G09 861 1149 84 204 
0687-94-(6-6-06)_G11 861 1136 32 243 
0696-94-(6-6-06)_H12 861 1155 31 263 
0729-94-(6-7-06)_E04 861 1139 38 240 
0800-94-(6-7-06)_G12 861 1142 21 260 
376 
 
 
0872-94-(6-5-06)_H09 861 1165 33 271 
1170-94-(6-15-06)_H05 861 1181 110 210 
0356-94-(6-12-06)_A07 862 1140 37 241 
0362-94-(6-12-06)_G07 862 1138 68 208 
0640-94-(6-6-06)_H05 862 1147 41 244 
0721-94-(6-7-06)_E03 862 1131 29 240 
0886-94-(6-5-06)_F11 862 1141 32 247 
0198-94-(6-16-06)_H08 863 1090 36 191 
0385-94-(6-12-06)_B10 863 1142 30 249 
0521-94-(6-8-06)_E03 863 1133 45 225 
0566-94-(6-8-06)_A08 863 1153 76 214 
0661-94-(6-6-06)_E08 863 1185 82 240 
1054-94-(6-2-06)_E07 863 1166 41 262 
1143-94-(6-9-06)_C12 863 1196 75 258 
0737-94-(6-7-06)_E05 864 1167 46 257 
0883-94-(6-5-06)_C11 864 1136 70 202 
1097-94-(6-2-06)_G12 864 1148 60 224 
1148-94-(6-9-06)_H12 864 1164 31 269 
1178-94-(6-15-06)_E06 864 1151 20 267 
1308-94-(6-16-06)_B07 865 1161 15 281 
0144-94(5-31-06)_015 865 1143 34 244 
0377-94-(6-12-06)_D09 865 1133 35 233 
0534-94-(6-8-06)_B05 865 1148 43 240 
0628-94-(6-6-06)_D04 865 1165 32 268 
0668-94-(6-6-06)_D09 865 1146 32 249 
0726-94-(6-7-06)_B04 865 1150 31 254 
0833-94-(6-5-06)_A05 865 1133 64 204 
0896-94-(6-5-06)_H12 865 1146 32 249 
0447-94-(6-16-06)_F03 866 1170 58 246 
0453-94-(6-16-06)_C04 866 1135 57 212 
0538-94-(6-8-06)_F05 866 1159 45 248 
0725-94-(6-7-06)_A04 866 1142 33 243 
0749-94-(6-7-06)_A07 866 1161 33 262 
1084-94-(6-2-06)_B11 866 1153 35 252 
0779-94-(6-7-06)_D10 867 1139 26 246 
0312-94-(6-9-06)_A01 868 1162 79 215 
0316-94-(6-9-06)_E01 868 922 45 9 
0367-94-(6-12-06)_D08 868 1147 40 239 
1110-94-(6-9-06)_B08 868 1163 40 255 
0298-94(5-31-06)_009 869 1146 41 236 
0215-94(5-31-06)_012 870 1150 33 247 
0271-94(5-31-06)_004 870 1111 70 171 
377 
 
 
0658-94-(6-6-06)_B08 870 1176 44 262 
0694-94-(6-6-06)_F12 870 1142 67 205 
0821-94-(6-5-06)_E03 870 1158 70 218 
0920-94-(6-14-06)_G12 870 1134 36 228 
0945-94-(6-15-06)_H03 870 1143 40 233 
1041-94-(6-2-06)_H05 870 1116 36 210 
1052-94-(6-2-06)_C07 870 1145 68 207 
1116-94-(6-9-06)_H08 870 1142 31 241 
1152-94-(6-15-06)_D04 870 1146 110 166 
1192-94-(6-15-06)_D07 871 1154 30 253 
0536-94-(6-8-06)_D05 871 1118 39 208 
0789-94-(6-7-06)_E11 871 1134 32 231 
0914-94-(6-14-06)_A12 871 1142 24 247 
1060-94-(6-2-06)_B08 871 1186 71 244 
1083-94-(6-2-06)_A11 871 1146 75 200 
1088-94-(6-2-06)_F11 871 1146 34 241 
1096-94-(6-2-06)_F12 871 1140 36 233 
0462-94-(6-16-06)_D05 872 1138 74 192 
0762-94-(6-7-06)_F08 872 1146 28 246 
0768-94-(6-7-06)_C09 872 1151 64 215 
0901-94-(6-14-06)_D10 872 1156 47 237 
1082-94-(6-2-06)_H10 872 1180 85 223 
1113-94-(6-9-06)_E08 872 1151 32 247 
0387-94-(6-12-06)_D10 873 1141 34 234 
0718-94-(6-7-06)_B03 873 1175 26 276 
0796-94-(6-7-06)_D12 873 1166 38 255 
0815-94-(6-14-06)_E05 873 1126 36 217 
0247-94(5-31-06)_003 874 1132 62 196 
0284-94(5-31-06)_013 874 1145 72 199 
0326-94-(6-14-06)_F02 874 1153 35 244 
0871-94-(6-14-06)_G06 874 1134 76 184 
1166-94-(6-15-06)_E05 874 1162 30 258 
0577-94-(6-8-06)_B09 875 1130 25 230 
0656-94-(6-6-06)_H07 875 1155 47 233 
0844-94-(6-5-06)_D06 875 1167 78 214 
0436-94-(6-16-06)_D02 876 1137 38 223 
0621-94-(6-6-06)_E03 876 1155 41 238 
0707-94-(6-7-06)_G01 876 1137 29 232 
0747-94-(6-7-06)_G06 876 1138 33 229 
0918-94-(6-14-06)_E12 877 1117 30 210 
1061-94-(6-2-06)_C08 877 1155 40 238 
1090-94-(6-2-06)_H11 877 1162 37 248 
378 
 
 
0537-94-(6-8-06)_E05 878 1151 45 228 
0678-94-(6-6-06)_F10 878 1157 29 250 
0944-94-(6-15-06)_G03 878 1177 42 257 
1017-94-(6-2-06)_H02 878 1113 32 203 
0325-94-(6-14-06)_E02 879 1153 29 245 
0830-94-(6-5-06)_F04 879 1149 45 225 
0919-94-(6-14-06)_F12 879 1173 36 258 
0543-94-(6-8-06)_C06 880 1172 43 249 
0753-94-(6-7-06)_E07 880 1151 26 245 
0776-94-(6-7-06)_A10 880 1188 43 265 
0910-94-(6-14-06)_E11 880 1159 29 250 
1014-94-(6-2-06)_E02 880 1115 34 201 
1180-94-(6-15-06)_G06 881 1165 44 240 
0363-94-(6-12-06)_H07 881 1181 43 257 
0452-94-(6-16-06)_B04 881 1145 35 229 
0464-94-(6-16-06)_F05 881 1155 31 243 
0583-94-(6-8-06)_F09 881 1141 33 227 
0654-94-(6-6-06)_F07 881 1184 42 261 
0727-94-(6-7-06)_C04 881 1139 37 221 
0881-94-(6-5-06)_A11 881 1178 49 248 
0897-94-(6-14-06)_G07 881 1155 42 232 
1003-94-(6-2-06)_C01 881 1239 71 287 
1194-94-(6-15-06)_F07 882 1164 64 218 
0010-94_005(5-31-06) 882 1142 32 228 
0272-94(5-31-06)_006 882 1132 28 222 
0295-94(5-31-06)_003 882 1131 45 204 
0594-94-(6-8-06)_A11 882 1152 48 222 
0599-94-(6-8-06)_F11 882 1168 31 255 
0730-94-(6-7-06)_F04 882 1178 40 256 
0889-94-(6-5-06)_A12 882 1164 66 216 
1064-94-(6-2-06)_F08 882 1128 40 206 
0297-94(5-31-06)_007 883 1167 43 241 
0305-94(5-31-06)_004 883 1115 41 191 
1019-94-(6-2-06)_B03 883 1154 27 244 
1032-94-(6-2-06)_G04 883 1156 36 237 
1146-94-(6-9-06)_F12 883 1192 31 278 
0790-94-(6-7-06)_F11 884 1154 41 229 
0021-94_012(5-31-06) 885 1136 30 221 
0527-94-(6-8-06)_C04 885 1152 44 223 
0634-94-(6-6-06)_B05 885 1147 23 239 
0686-94-(6-6-06)_F11 885 1140 21 234 
0766-94-(6-7-06)_A09 885 1151 32 234 
379 
 
 
0767-94-(6-7-06)_B09 885 1158 31 242 
0263-94(5-31-06)_003 886 1165 34 245 
0639-94-(6-6-06)_G05 886 1138 21 231 
1042-94-(6-15-06)_E12 886 1157 25 246 
1046-94-(6-2-06)_E06 886 1167 28 253 
0526-94-(6-8-06)_B04 887 1166 44 235 
0627-94-(6-6-06)_C04 887 1156 38 231 
0665-94-(6-6-06)_A09 887 1166 46 233 
1034-94-(6-14-06)_F08 887 1144 41 216 
1159-94-(6-15-06)_A05 887 1160 46 227 
0388-94-(6-12-06)_E10 888 1134 34 212 
0440-94-(6-16-06)_H02 888 1135 29 218 
0568-94-(6-8-06)_C08 888 1151 69 194 
0836-94-(6-5-06)_D05 888 1129 45 196 
1130-94-(6-9-06)_F10 888 1137 22 227 
0915-94-(6-14-06)_B12 889 1140 38 213 
0249-94(5-31-06)_007 890 1155 35 230 
0539-94-(6-8-06)_G05 890 1153 44 219 
0859-94-(6-5-06)_C08 890 1178 79 209 
0547-94-(6-8-06)_G06 891 1150 46 213 
0638-94-(6-6-06)_F05 891 1136 27 218 
0714-94-(6-7-06)_F02 891 1151 25 235 
0270-94(5-31-06)_002 892 1107 33 182 
0346-94-(6-9-06)_D04 892 1167 69 206 
0382-94-(6-12-06)_A10 892 1162 38 232 
0570-94-(6-8-06)_E08 892 1176 40 244 
0860-94-(6-5-06)_D08 892 1156 34 230 
0275-94(5-31-06)_012 893 1155 74 188 
0292-94(5-31-06)_014 893 1137 67 177 
0381-94-(6-12-06)_H09 893 1152 26 233 
0437-94-(6-16-06)_E02 893 1132 29 210 
0588-94-(6-8-06)_C10 894 1150 45 211 
0596-94-(6-8-06)_C11 894 1160 34 232 
0701-94-(6-7-06)_A01 894 1159 28 237 
0773-94-(6-7-06)_G09 894 1137 35 208 
1102-94-(6-9-06)_B07 894 1157 49 214 
1188-94-(6-15-06)_C07 895 1142 40 207 
0017-94_004(5-31-06) 895 1126 37 194 
0020-94_010(5-31-06) 895 1123 72 156 
0445-94-(6-16-06)_D03 895 1148 47 206 
0905-94-(6-14-06)_H10 895 1176 28 253 
1015-94-(6-2-06)_F02 895 1144 35 214 
380 
 
 
0813-94-(6-5-06)_E02 896 1163 26 241 
1018-94-(6-2-06)_A03 896 1136 27 213 
1081-94-(6-2-06)_G10 896 1161 40 225 
0336-94-(6-9-06)_D03 897 1160 34 229 
0394-94-(6-8-06)_C12 897 1144 42 205 
0858-94-(6-5-06)_B08 897 1175 46 232 
1115-94-(6-9-06)_G08 897 1175 40 238 
0681-94-(6-6-06)_A11 898 1153 28 227 
0683-94-(6-6-06)_C11 898 1170 22 250 
0690-94-(6-6-06)_B12 899 1153 27 227 
0931-94-(6-16-06)_G11 899 1178 81 198 
1172-94-(6-15-06)_B06 899 1142 68 175 
0619-94-(6-6-06)_C03 900 1127 33 194 
0636-94-(6-6-06)_D05 900 1136 22 214 
1137-94-(6-9-06)_E11 900 1166 29 237 
1167-94-(6-15-06)_F05 900 1123 31 192 
1307-94-(6-16-06)_A07 901 1137 23 213 
0693-94-(6-6-06)_E12 901 1200 75 224 
0824-94-(6-5-06)_H03 901 1157 30 226 
1133-94-(6-9-06)_A11 901 1172 30 241 
0630-94-(6-6-06)_F04 902 1166 29 235 
0641-94-(6-6-06)_A06 902 1163 23 238 
0713-94-(6-7-06)_E02 902 1159 23 234 
1104-94-(6-9-06)_D07 902 1168 32 234 
0611-94-(6-6-06)_C02 903 1155 42 210 
1005-94-(6-2-06)_E01 903 1130 22 205 
1035-94-(6-14-06)_G08 903 1170 40 227 
0254-94-(6-16-06)_B10 904 1172 36 232 
0890-94-(6-14-06)_E07 904 1154 38 212 
0926-94-(6-16-06)_D11 904 1165 48 213 
0624-94-(6-6-06)_H03 905 1135 32 198 
0925-94-(6-16-06)_C11 905 1177 37 235 
0943-94-(6-16-06)_F12 905 1138 38 195 
1179-94-(6-15-06)_F06 905 1144 29 210 
0438-94-(6-16-06)_F02 906 1158 42 210 
0699-94-(6-12-06)_H12 906 1139 69 164 
0732-94-(6-14-06)_A05 906 1173 70 197 
0255-94(5-31-06)_004 907 1145 34 204 
0804-94-(6-5-06)_D01 907 1136 20 209 
0805-94-(6-5-06)_E01 908 1143 31 204 
1067-94-(6-2-06)_A09 908 1160 36 216 
0829-94-(6-5-06)_E04 909 1155 34 212 
381 
 
 
0743-94-(6-7-06)_C06 910 1161 32 219 
0810-94-(6-5-06)_B02 910 1187 80 197 
1080-94-(6-2-06)_F10 910 1142 40 192 
0888-94-(6-5-06)_H11 911 1159 32 216 
1073-94-(6-2-06)_G09 911 1166 41 214 
0522-94-(6-8-06)_F03 912 1145 30 203 
0578-94-(6-8-06)_C09 912 1164 71 181 
1077-94-(6-2-06)_C10 913 1167 29 225 
1144-94-(6-9-06)_D12 914 1144 27 203 
0280-94(5-31-06)_005 915 1149 39 195 
0434-94-(6-16-06)_B02 915 1141 34 192 
0695-94-(6-6-06)_G12 915 1159 32 212 
0855-94-(6-5-06)_G07 915 1152 29 208 
1086-94-(6-2-06)_D11 915 1150 38 197 
1071-94-(6-2-06)_E09 916 1167 43 208 
0720-94-(6-7-06)_D03 917 1129 25 187 
0745-94-(6-7-06)_E06 917 1172 30 225 
0936-94-(6-16-06)_D12 917 1149 33 199 
1030-94-(6-2-06)_E04 917 1148 32 199 
1040-94-(6-2-06)_G05 917 1166 27 222 
0519-94-(6-8-06)_C03 918 1142 36 188 
0760-94-(6-7-06)_D08 918 1137 30 189 
1072-94-(6-2-06)_F09 919 1167 39 209 
0296-94(5-31-06)_005 920 1148 79 149 
1007-94-(6-2-06)_G01 920 1147 27 200 
1125-94-(6-9-06)_A10 920 1164 31 213 
1151-94-(6-15-06)_C04 920 1153 76 157 
1174-94-(6-15-06)_D06 920 1150 26 204 
0524-94-(6-8-06)_H03 921 1136 28 187 
0891-94-(6-5-06)_C12 921 1182 40 221 
1141-94-(6-9-06)_A12 921 1175 26 228 
0400-94-(6-8-06)_H12 922 1175 45 208 
0455-94-(6-16-06)_E04 922 1172 40 210 
1310-94-(6-16-06)_D07 923 1168 30 215 
0635-94-(6-6-06)_C05 923 1142 35 184 
0814-94-(6-5-06)_F02 923 1169 28 218 
0841-94-(6-5-06)_A06 923 1167 43 201 
1076-94-(6-2-06)_B10 923 1171 34 214 
0808-94-(6-5-06)_H01 924 1159 29 206 
1002-94-(6-2-06)_B01 924 1137 23 190 
0885-94-(6-5-06)_E11 925 1146 34 187 
0911-94-(6-14-06)_F11 925 1168 27 216 
382 
 
 
0838-94-(6-5-06)_F05 926 1137 52 159 
1101-94-(6-9-06)_A07 926 1192 44 222 
1142-94-(6-9-06)_B12 926 1155 28 201 
0525-94-(6-8-06)_A04 927 1160 45 188 
1163-94-(6-15-06)_C05 927 1142 32 183 
0922-94-(6-15-06)_A01 928 1168 40 200 
0217-94-(6-16-06)_B09 929 1160 25 206 
0843-94-(6-5-06)_C06 929 1176 39 208 
1120-94-(6-9-06)_D09 929 1172 28 215 
0230-94(5-31-06)_014 930 1157 41 186 
0530-94-(6-8-06)_F04 930 1139 45 164 
0581-94-(6-8-06)_E09 931 1156 31 194 
0259-94(5-31-06)_012 932 1129 38 159 
0024-94(5-31-06)_001 933 1144 38 173 
0451-94-(6-16-06)_A04 933 1158 41 184 
0884-94-(6-5-06)_D11 933 1131 29 169 
0916-94-(6-14-06)_C12 933 1169 27 209 
1171-94-(6-15-06)_A06 933 1168 43 192 
0427-94-(6-16-06)_C01 935 1151 34 182 
1016-94-(6-2-06)_G02 936 1145 34 175 
0444-94-(6-16-06)_C03 937 1147 32 178 
1187-94-(6-15-06)_B07 938 1165 35 192 
0842-94-(6-5-06)_B06 938 1154 38 178 
0282-94(5-31-06)_009 940 1125 41 144 
1107-94-(6-9-06)_G07 940 1117 34 143 
0262-94(5-31-06)_001 941 1113 34 138 
0811-94-(6-5-06)_C02 941 1155 31 183 
0863-94-(6-5-06)_G08 941 1153 48 164 
0803-94-(6-5-06)_C01 943 1164 29 192 
0294-94(5-31-06)_001 944 1139 41 154 
0851-94-(6-5-06)_C07 944 1160 31 185 
1028-94-(6-2-06)_C04 944 1155 42 169 
0199-94(5-31-06)_008 945 1132 35 152 
0303-94(5-31-06)_002 947 1135 35 153 
0801-94-(6-5-06)_A01 948 1198 33 217 
0857-94-(6-5-06)_A08 952 1160 48 160 
0907-94-(6-14-06)_B11 953 1143 40 150 
1027-94-(6-2-06)_B04 957 1194 36 201 
0839-94-(6-14-06)_C06 959 1157 38 160 
0393-94-(6-8-06)_B12 963 1169 31 175 
0449-94-(6-27-06)_G06 976 1203 35 192 
0429-94-(6-27-06)_B06 991 1191 32 168 
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0433-94-(6-27-06)_D06 1014 1212 48 150 
Average Length 827.058    
Total 668    
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APPENDIX H: Arabidopsis  BLASTX 
Query E-value Description 
 Contig_161 0 LOX2 (LIPOXYGENASE 2)  
 Contig_200 0 pepsin A  
 Contig_25 0 
HSP81-2 (EARLY-RESPONSIVE TO DEHYDRATION 8); ATP 
binding  
 0275-94(5-31-
06)_012 
1.00E-
99 SLT1 (SODIUM- AND LITHIUM-TOLERANT 1)  
 0356-94-(6-12-
06)_A07 
1.00E-
99 C2 domain-containing protein  
 Contig_16 
1.00E-
99 
ATARFA1E (ADP-ribosylation factor A1E); GTP binding / 
phospholipase activator/ protein binding  
 0943-94-(6-16-
06)_F12 
2.00E-
99 mitochondrial phosphate transporter  
 1193-94-(6-15-
06)_E07 
2.00E-
99 magnesium transporter CorA-like family protein (MRS2-2)  
 Contig_27 
3.00E-
99  PIP1;5/PIP1D (plasma membrane intrinsic protein 1;5); water channel  
 1169-94-(6-15-
06)_G05 
4.00E-
99 
HSP81-1 (HEAT SHOCK PROTEIN 81-1); ATP binding / unfolded 
protein binding  
 0684-94-(6-6-
06)_D11 
5.00E-
99 ATEXLA1 (ARABIDOPSIS THALIANA EXPANSIN-LIKE A1)  
 0726-94-(6-7-
06)_B04 
9.00E-
99 
AtTLP7 (TUBBY LIKE PROTEIN 7); phosphoric diester hydrolase/ 
transcription factor  
 1188-94-(6-15-
06)_C07 
9.00E-
99 GER2; catalytic  
 0710-94-(6-7-
06)_B02 
1.00E-
98 
similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT3G23080.1); similar to putative membrane relat d protein 
CP5 [Oryza sativa (japonica cultivar-group)] (GB:BAC83004.1); 
contains InterPro domain Lipid-binding START; 
(InterPro:IPR002913)  
 Contig_198 
1.00E-
98 
similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT5G25170.1); similar to expressed protein [Oryza sativa 
(japonica cultivar-group)] (GB:ABB47783.1); similar to unknown 
protein [Oryza sativa] (GB:AAG16855.1); similar to Os02g0814000 
[Oryza sativa (japonica cultivar-group)] (GB:NP_00148488.1); 
contains InterPro domain Protein of unknown function DUF862, 
eukaryotic; (InterPro:IPR008580)  
 0400-94-(6-8-
06)_H12 
2.00E-
98 leucine-rich repeat protein, putative  
 Contig_157 
2.00E-
98 
XTR3 (XYLOGLUCAN ENDOTRANSGLYCOSYLASE 3); 
hydrolase, acting on glycosyl bonds  
 1152-94-(6-15-
06)_D04 
3.00E-
98 
ATPPC1 (PHOSPHOENOLPYRUVATE CARBOXYLASE 1); 
phosphoenolpyruvate carboxylase  
 0759-94-(6-7-
06)_C08 
5.00E-
98 peptide methionine sulfoxide reductase family protein  
 Contig_40 
6.00E-
98  TAP46 (2A PHOSPHATASE ASSOCIATED PROTEIN OF 46 KD)  
 Contig_5 
6.00E-
98 IAR3 (IAA-ALANINE RESISTANT 3); metallopeptidase  
 0661-94-(6-6-
06)_E08 
2.00E-
97 
ATMAP70-3 (microtubule-associated proteins 70-3); microtubule 
binding  
 Contig_61 
2.00E-
97 
XTR6 (XYLOGLUCAN ENDOTRANSGLYCOSYLASE 6); 
hydrolase, acting on glycosyl bonds  
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 0546-94-(6-8-
06)_F06 
6.00E-
97 phototropic-responsive NPH3 family protein  
 0789-94-(6-7-
06)_E11 
6.00E-
97 transducin family protein / WD-40 repeat family protein  
 0119-94-F12(4-28-
06) 
7.00E-
97  ATBCAT-5; branched-chain-amino-acid transaminase/catalytic  
 0230-94(5-31-
06)_014 
7.00E-
97 
similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT5G50290.1); similar to Os05g0409100 [Oryza sativa 
(japonica cultivar-group)] (GB:NP_001055526.1); similar to 
Os06g0364500 [Oryza sativa (japonica cultivar-group)] 
(GB:NP_001057608.1); similar to hypothetical protein [Oryza sativa 
(japonica cultivar-group)] (GB:BAB84591.1)  
 Contig_182 
8.00E-
97  SOS1 (SALT OVERLY SENSITIVE 1);  sodium:hydrogen antiporter  
 Contig_111 
1.00E-
96  GDSL-motif lipase/hydrolase family protein  
 Contig_15 
1.00E-
96 
similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT2G40000.1); similar to putative Hs1pro-1-like receptor 
[Glycine max] (GB:AAG44839.1); contains InterPro domain Hs1pro-
1, C-terminal; (InterPro:IPR009743); contains InterPro domain 
Hs1pro-1, N-terminal; (InterPro:IPR009869)  
 Contig_100 
3.00E-
96 
 PAB8 (POLY(A) BINDING PROTEIN 8); RNA binding / translation 
initiation factor  
 0606-94-(6-6-
06)_F01 
7.00E-
96 
inorganic pyrophosphatase, putative (soluble) / pyro hosphate 
phospho-hydrolase, putative / PPase, putative  
 0525-94-(6-8-
06)_A04 
8.00E-
96 
AtTLP3 (TUBBY LIKE PROTEIN 3);  phosphoric diester hydrolase/ 
transcription factor  
 1105-94-(6-9-
06)_E07 
9.00E-
96 pectinesterase family protein  
 0451-94-(6-16-
06)_A04 
2.00E-
95 zinc finger (C2H2 type) family protein  
 Contig_146 
3.00E-
95 CPN20 (CHAPERONIN 20); calmodulin binding  
 Contig_165 
4.00E-
95 transcription factor LIM, putative  
 1018-94-(6-2-
06)_A03 
5.00E-
95 phosphofructokinase family protein  
 Contig_153 
5.00E-
95 zinc ion binding  
 Contig_132 
9.00E-
95 CCR4-NOT transcription complex protein, putative  
 0808-94-(6-5-
06)_H01 
1.00E-
94 
RLK902 (receptor-like kinase 902); ATP binding / kinase/ protein 
serine/threonine kinase  
 1179-94-(6-15-
06)_F06 
1.00E-
94 EMB2024 (EMBRYO DEFECTIVE 2024); catalytic  
 0312-94-(6-9-
06)_A01 
2.00E-
94 SAR1 (SYNAPTOBREVIN-RELATED PROTEIN 1)  
 0440-94-(6-16-
06)_H02 
2.00E-
94 
ATTIC110/TIC110 (TRANSLOCON AT THE INNER ENVELOPE 
MEMBRANE OF CHLOROPLASTS 110)  
 1050-94-(6-2-
06)_A07 
5.00E-
94 zinc finger (C2H2 type) protein (WIP3)  
 1082-94-(6-2-
06)_H10 
5.00E-
94 aspartate/glutamate/uridylate kinase family protein  
 Contig_114 
7.00E-
94 
GA5 (GA REQUIRING 5); gibberellin 20-oxidase/ gibberellin 3-beta-
dioxygenase  
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 Contig_91 
8.00E-
94 BGAL1 (BETA GALACTOSIDASE 1); beta-galactosidase  
 1126-94-(6-9-
06)_B10 
1.00E-
93 
TMT2 (TONOPLAST MONOSACCHARIDE TRANSPORTER2); 
carbohydrate transporter/ sugar porter  
 1137-94-(6-9-
06)_E11 
3.00E-
93 
IBR5 (INDOLE-3-BUTYRIC ACID RESPONSE 5); protein 
tyrosine/serine/threonine phosphatase  
 0072-94-F01(5-9-
06) 
1.00E-
92 MA3 domain-containing protein  
 0347-94-(6-12-
06)_F06 
1.00E-
92 ATRBP45B; RNA binding  
 0192-94-A06(5-10-
06) 
2.00E-
92 
PSBO-2/PSBO2 (PHOTOSYSTEM II SUBUNIT O-2); oxygen 
evolving  
 0817-94-(6-5-
06)_A03 
2.00E-
92 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT3G58010.1); similar to Os04g0665800 [Oryza sativa 
(japonica cultivar-group)] (GB:NP_001054180.1); similar to unknown 
[Vitis pseudoreticulata] (GB:ABC69760.1)  
 Contig_116 
2.00E-
92  ATPHB1 (PROHIBITIN 1)  
 Contig_44 
3.00E-
92  40S ribosomal protein S9 (RPS9C)  
 Contig_93 
3.00E-
92  CLC-E (CHLORIDE CHANNEL E); voltage-gated chloride channel  
 1047-94-(6-2-
06)_F06 
4.00E-
92  transducin family protein / WD-40 repeat family protein  
 0185-94-B05(5-10-
06) 
5.00E-
92  homeotic gene regulator, putative  
 Contig_147 
5.00E-
92  60S ribosomal protein L10A (RPL10aA)  
 Contig_173 
5.00E-
92 
AT1G75840.1/ATGP3/ATROP4 (RHO-LIKE GTP BINDING 
PROTEIN 4); GTP binding / GTPase  
 0307-94-(6-12-
06)_F05 
8.00E-
92  COP13 (CONSTITUTIVE PHOTOMORPHOGENIC 13)  
 0536-94-(6-8-
06)_D05 
8.00E-
92 
 ASAR1 (Arabidopsis thaliana secretion-associated RAS super family 
2); GTP binding  
 0598-94-(6-8-
06)_E11 
1.00E-
91  short-chain dehydrogenase/reductase (SDR) family protein  
 1054-94-(6-2-
06)_E07 
1.00E-
91  AFB5 (AUXIN F-BOX PROTEIN 5); ubiquitin-protein ligase  
 0349-94-(6-9-
06)_F04 
2.00E-
91  fringe-related protein  
 0607-94-(6-6-
06)_G01 
2.00E-
91  pectate lyase family protein  
 0854-94-(6-5-
06)_F07 
2.00E-
91 
 similar to conserved hypothetical protein [Medicago truncatula] 
(GB:ABE78854.1)  
 0359-94-(6-12-
06)_D07 
3.00E-
91  haloacid dehalogenase-like hydrolase family protein  
 0591-94-(6-8-
06)_F10 
3.00E-
91  catalytic  
 0713-94-(6-7-
06)_E02 
4.00E-
91 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT3G22270.1); similar to unknown protein [Oryza sativa 
(japonica cultivar-group)] (GB:BAD52714.1); contains domain 
SUBFAMILY NOT NAMED (PTHR21551:SF13); contains domain 
FAMILY NOT NAMED (PTHR21551)  
 1171-94-(6-15-
06)_A06 
4.00E-
91  replication protein, putative  
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 0030-94-E01(4-28-
06) 
5.00E-
91  leucine-rich repeat family protein / protein kiase family protein  
 1125-94-(6-9-
06)_A10 
7.00E-
91 
 VTI12 (VESICAL TRANSPORT V-SNARE 12, vesical transport v-
SNARE 12);  SNARE binding / receptor  
 0431-94-(6-16-
06)_G01 
8.00E-
91 
 KNAT7 (Knotted-like Arabidopsis thaliana); DNA binding / 
transcription factor  
 0325-94-(6-14-
06)_E02 
9.00E-
91  transcription factor LIM, putative  
 0656-94-(6-6-
06)_H07 
9.00E-
91  SNF4 (Sucrose NonFermenting 4)  
 0326-94-(6-14-
06)_F02 
1.00E-
90  mannitol transporter, putative  
 0755-94-(6-7-
06)_G07 
2.00E-
90  CM1 (chorismate mutase 1); chorismate mutase  
 0788-94-(6-7-
06)_D11 
2.00E-
90  glycosyl hydrolase family 17 protein  
 0583-94-(6-8-
06)_F09 
3.00E-
90  leucine-rich repeat family protein / protein kiase family protein  
 0642-94-(6-6-
06)_B06 
3.00E-
90 
 Identical to Probable ATP synthase 24 kDa subunit, mitochondrial 
precursor (EC 3.6.3.14) [Arabidopsis Thaliana] 
(GB:Q9SJ12;GB:Q8LBN3); similar to hypothetical protein 
MtrDRAFT_AC155898g5v1 [Medicago truncatula] 
(GB:ABE87707.1)  
 0541-94-(6-8-
06)_A06 
4.00E-
90  AR401  
 Contig_95 
5.00E-
90  patched family protein  
 1178-94-(6-15-
06)_E06 
6.00E-
90  beta-galactosidase  
 0159-94(5-31-
06)_004 
7.00E-
90  RHA1  
 0896-94-(6-5-
06)_H12 
7.00E-
90  zinc finger (C2H2 type, AN1-like) family protein  
 0748-94-(6-7-
06)_H06 
9.00E-
90  leucine-rich repeat family protein  
 0210-94-C08(5-10-
06) 
3.00E-
89  synbindin, putative  
 0657-94-(6-6-
06)_A08 
4.00E-
89  60S ribosomal protein L18 (RPL18C)  
 0107-94-(6-12-
06)_A04 
1.00E-
88  UVH1 (ULTRAVIOLET HYPERSENSITIVE 1)  
 Contig_122 
2.00E-
88  60S ribosomal protein L6 (RPL6A)  
 Contig_126 
2.00E-
88  Ras-related GTP-binding family protein  
 Contig_166 
3.00E-
88  translation elongation factor  
 0447-94-(6-16-
06)_F03 
5.00E-
88  MIR domain-containing protein  
 0514-94-(6-8-
06)_F02 
6.00E-
88  TIC20; protein translocase  
 0572-94-(6-8-
06)_G08 
1.00E-
87 
 RHL2 (ROOT HAIRLESS 2); ATP binding / DNA binding / DNA 
topoisomerase (ATP-hydrolyzing)  
 0666-94-(6-6-
06)_B09 
1.00E-
87  catalytic  
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 0908-94-(6-14-
06)_C11 
2.00E-
87  methyladenine glycosylase family protein  
 0599-94-(6-8-
06)_F11 
3.00E-
87  GHMP kinase-related  
 0923-94-(6-15-
06)_B01 
3.00E-
87 
 EMB2386 (EMBRYO DEFECTIVE 2386); structural constituent of 
ribosome  
 1077-94-(6-2-
06)_C10 
8.00E-
87 
 similar to conserved hypothetical protein [Medicago truncatula] 
(GB:ABE83236.1)  
 0276-94(5-31-
06)_014 
1.00E-
86  zinc finger (ZPR1-type) family protein  
 0570-94-(6-8-
06)_E08 
1.00E-
86  HEMB1  
 Contig_190 
1.00E-
86  glutamate decarboxylase, putative  
 0861-94-(6-5-
06)_E08 
2.00E-
86  In2-1 protein, putative  
 Contig_70 
2.00E-
86  ADK1 (ADENYLATE KINASE 1); adenylate kinase  
 1064-94-(6-2-
06)_F08 
9.00E-
86 
 ATRSP41 (Arabidopsis thaliana arginine/serine-rich splicing factor 
41); RNA binding  
 0144-94(5-31-
06)_015 
1.00E-
85  transcription factor S-II (TFIIS) domain-containing protein  
 0112-94-(6-12-
06)_D04 
2.00E-
85  SNF7 family protein  
 0530-94-(6-8-
06)_F04 
2.00E-
85 
VTI11 (VESICLE TRANSPORT V-SNARE 11, vesicle transport v-
SNARE 11); receptor  
 0739-94-(6-7-
06)_G05 
2.00E-
85 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT3G45750.1); similar to Os01g0846500 [Oryza sativa 
(japonica cultivar-group)] (GB:NP_001044790.1); similar to 
hypothetical protein [Oryza sativa (japonica cultivar-group)] 
(GB:BAD81827.1); contains InterPro domain PAP/25A-associated; 
(InterPro:IPR002058); contains InterPro domain PAP/25A core; 
(InterPro:IPR001201)  
 0942-94-(6-15-
06)_E03 
2.00E-
85  DNAJ heat shock family protein  
 Contig_63 
2.00E-
85 
 similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] 
(GB:BAD81183.1); contains InterPro domain Breast carcinoma 
amplified sequence 2; (InterPro:IPR008409)  
 0305-94(5-31-
06)_004 
3.00E-
85 
 peptidyl-prolyl cis-trans isomerase, putative / cyclophilin, putative / 
rotamase, putative  
 1096-94-(6-2-
06)_F12 
3.00E-
85 
 similar to NERD [Medicago truncatula] (GB:ABE94711. ); contains 
InterPro domain NERD; (InterPro:IPR011528)  
 0749-94-(6-7-
06)_A07 
4.00E-
85 
 similar to Os01g0184800 [Oryza sativa (japonica cultivar-group)] 
(GB:NP_001042236.1); similar to phosducin-like 3 [Homo sapiens] 
(GB:NP_076970.1); contains InterPro domain Thioredoxin-like fold; 
(InterPro:IPR012336); contains InterPro domain Phosducin; 
(InterPro:IPR001200); contains InterPro domain Thiored xin fold; 
(InterPro:IPR012335)  
 0886-94-(6-5-
06)_F11 
4.00E-
85  CYCD3;2 (CYCLIN D3;2); cyclin-dependent protein ki ase  
 0946-94-(6-15-
06)_A04 
5.00E-
85  PBG1 (20S proteasome beta subunit G1); peptidase  
 0227-94-D10(5-10-
06) 
6.00E-
85 
 PECT1 (PHOSPHORYLETHANOLAMINE 
CYTIDYLYLTRANSFERASE 1); ethanolamine-phosphate 
cytidylyltransferase  
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 0785-94-(6-7-
06)_B11 
9.00E-
85 
 GPT (UDP-GLCNAC%3ADOLICHOL+PHOSPHATE+GLCNAC-1- 
P+TRANSFERASE); UDP-N-acetylglucosamine-dolichyl-phosphate 
N-acetylglucosaminephosphotransferase  
 0284-94(5-31-
06)_013 
1.00E-
84 
 QUA1 (QUASIMODO1); polygalacturonate 4-alpha-
galacturonosyltransferase/ transferase, transferring glycosyl groups / 
transferase, transferring hexosyl groups  
 0450-94-(6-16-
06)_H03 
1.00E-
84  short-chain dehydrogenase/reductase (SDR) family protein  
 0708-94-(6-7-
06)_H01 
1.00E-
84 
 similar to Os03g0849600 [Oryza sativa (japonica cultivar-group)] 
(GB:NP_001051898.1); similar to Low density lipoprotein receptor 
(ISS) [Ostreococcus tauri] (GB:CAL52868.1); contains I terPro 
domain COG complex component, COG2; (InterPro:IPR009316)  
 0740-94-(6-7-
06)_H05 
2.00E-
84 
 GLP10 (GERMIN-LIKE PROTEIN 10); manganese ion binding / 
metal ion binding / nutrient reservoir  
 0929-94-(6-15-
06)_H01 
2.00E-
84  lysine decarboxylase family protein  
 Contig_172 
2.00E-
84 
 ATGDI2 (RAB GDP DISSOCIATION INHIBITOR 2); RAB GDP-
dissociation inhibitor  
 0008-94-G05(4-20-
06) 
3.00E-
84  coatomer protein complex, subunit alpha, putative  
 0509-94-(6-8-
06)_A02 
3.00E-
84  enolase, putative  
 1087-94-(6-2-
06)_E11 
4.00E-
84  zinc finger (C2H2 type) family protein  
 Contig_17 
6.00E-
84 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT1G01360.1); similar to CAPIP1 [Capsicum annuum] 
(GB:AAT35532.1); similar to CAPIP1-like [Solanum tuberosum] 
(GB:ABB29920.1); contains domain Bet v1-like (SSF55961); contains 
domain no description (G3D.3.30.530.20)  
 Contig_35 
8.00E-
84  NIK1 (NSP-INTERACTING KINASE 1); kinase  
 0738-94-(6-7-
06)_F05 
1.00E-
83 
 similar to unnamed protein product [Ostreococcus ta ri] 
(GB:CAL57827.1); similar to Os01g0271000 [Oryza sativa (japonica 
cultivar-group)] (GB:NP_001042705.1)  
 0824-94-(6-5-
06)_H03 
1.00E-
83  UBC35; ubiquitin-protein ligase  
 0917-94-(6-14-
06)_D12 
1.00E-
83  NIK3 (NSP-INTERACTING KINASE 3); kinase   
 1130-94-(6-9-
06)_F10 
1.00E-
83  glucosamine/galactosamine-6-phosphate isomerase family protein  
 Contig_54 
1.00E-
83 
 HUB1 (HISTONE MONO-UBIQUITINATION 1); protein binding / 
zinc ion binding  
 0295-94(5-31-
06)_003 
2.00E-
83  U-box domain-containing protein  
 Contig_48 
2.00E-
83  UBC28; ubiquitin-protein ligase  
 0099-94-B10(4-28-
06) 
3.00E-
83 
 ATGDI1 (Arabidopsis thaliana guanosine diphosphate dissociation 
inhibitor 1)  
 0198-94-(6-16-
06)_H08 
3.00E-
83  lipocalin, putative  
 0529-94-(6-8-
06)_E04 
1.00E-
82 
 PIMT1 (PROTEIN-L-ISOASPARTATE METHYLTRANSFERASE 
1); protein-L-isoaspartate (D-aspartate) O-methyltransferase  
 Contig_79 
2.00E-
82  2-oxoacid dehydrogenase family protein  
 0297-94(5-31- 3.00E-  ORMDL family protein  
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06)_007 82 
 0686-94-(6-6-
06)_F11 
8.00E-
82  transferase family protein  
 1073-94-(6-2-
06)_G09 
8.00E-
82 
 similar to protein kinase family protein [Arabidopsis thaliana] 
(TAIR:AT5G38560.1); similar to Os01g0653800 [Oryza sativa 
(japonica cultivar-group)] (GB:NP_001043744.1); similar to WD-40 
repeat family protein [Medicago sativa] (GB:AAZ31064.1); similar to 
Peptidase S8 and S53, subtilisin, kexin, sedolisin; WD40-like 
[Medicago truncatula] (GB:ABD32844.1); contains InterPro domain 
WD-40 repeat; (InterPro:IPR001680); contains InterPro domain 
WD40-like; (InterPro:IPR011046)   
 0782-94-(6-7-
06)_G10 
9.00E-
82  COI1 (CORONATINE INSENSITIVE 1); ubiquitin-protein ligase  
 1015-94-(6-2-
06)_F02 
1.00E-
81  UBC20 (ubiquitin-conjugating enzyme 20); ubiquitin-protein ligase  
 0524-94-(6-8-
06)_H03 
2.00E-
81  zinc finger (B-box type) family protein  
 0780-94-(6-7-
06)_E10 
2.00E-
81  UBC13 (ubiquitin-conjugating enzyme 13); ubiquitin-protein ligase  
 1025-94-(6-2-
06)_H03 
2.00E-
81  ABI1L1 (ABI-1-LIKE 1)  
 0527-94-(6-8-
06)_C04 
4.00E-
81  binding  
 1036-94-(6-2-
06)_C05 
7.00E-
81  bZIP transcription factor family protein  
 Contig_171 
7.00E-
81 
 AT-HSFB4 (Arabidopsis thaliana heat shock transcription factor B4); 
DNA binding / transcription factor  
 0012-94_009(5-31-
06) 
1.00E-
80 
 similar to EDA30 (embryo sac development arrest 30) [Arabidopsis 
thaliana] (TAIR:AT3G03810.1); similar to putative auxin-independent 
growth promoter protein [Oryza sativa (japonica cultivar-group)] 
(GB:AAT85168.1); similar to Os05g0132500 [Oryza sativ  (japonica 
cultivar-group)] (GB:NP_001054559.1); contains InterPro domain 
Protein of unknown function DUF246, plant; (InterPro:IPR004348)  
 0446-94-(6-16-
06)_E03 
2.00E-
80 
 ATBETAFRUCT4/VAC-INV (VACUOLAR INVERTASE); beta-
fructofuranosidase/ hydrolase, hydrolyzing O-glycosyl compounds  
 0752-94-(6-7-
06)_D07 
2.00E-
80  VAMP7C (VESICLE-ASSOCIATED MEMBRANE PROTEIN 7C)  
 Contig_32 
2.00E-
80  GCN5-related N-acetyltransferase, putative  
 Contig_83 
4.00E-
80  hydrolase, hydrolyzing O-glycosyl compounds  
 Contig_67 
5.00E-
80  zinc finger (C3HC4-type RING finger) family protein  
 0905-94-(6-14-
06)_H10 
6.00E-
80 
 CNGC1 (CYCLIC NUCLEOTIDE GATED CHANNEL 1); 
calmodulin binding / cation channel/ cyclic nucleotide binding / inward 
rectifier potassium  channel  
 1061-94-(6-2-
06)_C08 
7.00E-
80 
 peptidyl-prolyl cis-trans isomerase, putative / FK506-binding protein, 
putative  
 0462-94-(6-16-
06)_D05 
9.00E-
80 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT4G34215.2); similar to Os03g0857500 [Oryza sativa 
(japonica cultivar-group)] (GB:NP_001051956.1); similar to unknown 
protein [Oryza sativa (japonica cultivar-group)] (GB:AAP21393.1); 
contains InterPro domain Protein of unknown function DUF303, 
acetylesterase putative; (InterPro:IPR005181)  
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 0074-93-G04(4-21-
06) 
1.00E-
79  PLDALPHA2 (PHOSPHLIPASE D ALPHA 2); phospholipase D  
 0278-94(5-31-
06)_001 
1.00E-
79  cysteine proteinase (RD21A) / thiol protease  
 0208-94-A08(5-10-
06) 
2.00E-
78  protein phosphatase 2C-related /  PP2C-related  
 Contig_31 
3.00E-
78  peptidoglycan-binding LysM domain-containing protein  
 0603-94-(6-6-
06)_C01 
4.00E-
78 
 ALPHA-SNAP2 (ALPHA-SOLUBLE NSF ATTACHMENT 
PROTEIN); soluble NSF attachment protein  
 0597-94-(6-8-
06)_D11 
5.00E-
78 
 ATRSP31 (ARGININE/SERINE-RICH SPLICING FACTOR 31); 
RNA binding  
 Contig_123 
5.00E-
78  DNAJ heat shock N-terminal domain-containing protein  
 0430-94-(6-16-
06)_F01 
6.00E-
78  PQ-loop repeat family protein / transmembrane family protein  
 0679-94-(6-6-
06)_G10 
6.00E-
78 
 EMB3004/MEE32 (EMBRYO DEFECTIVE 3004, maternal effect 
embryo arrest 32); 3-dehydroquinate dehydratase/ NADP binding / 
shikimate 5-dehydrogenase  
 Contig_191 
1.00E-
77  PEX22 (PEROXIN 22); protein binding  
 0457-94-(6-16-
06)_G04 
4.00E-
77 
 4-coumarate--CoA ligase family protein / 4-coumaroyl-CoA synthase 
family protein  
 0857-94-(6-5-
06)_A08 
6.00E-
77  LIL3:1; transcription factor  
 1128-94-(6-9-
06Truncated)_D10 
1.00E-
76  DNAJ heat shock protein, putative  
 0522-94-(6-8-
06)_F03 
2.00E-
76  RTH (RTE1-HOMOLOG)  
 0387-94-(6-12-
06)_D10 
3.00E-
76  nucleolar protein Nop56, putative  
 0223-94-H09(5-10-
06) 
4.00E-
76  zinc finger (C3HC4-type RING finger) family protein  
 0792-94-(6-7-
06)_H11 
4.00E-
76 
 similar to unnamed protein product; contains similarity to unknown 
protein gb 
 0095-93-B02(4-21-
06) 
4.00E-
75  vesicle tethering family protein  
 0460-94-(6-16-
06)_B05 
6.00E-
75 
 ARL1 (ARG1-LIKE1); heat shock protein binding / unfolded protein 
binding  
 1029-94-(6-2-
06)_D04 
6.00E-
75  microtubule associated protein (MAP65/ASE1) family protein  
 Contig_195 
6.00E-
75  oxidoreductase, 2OG-Fe(II) oxygenase family protein  
 0360-94-(6-12-
06)_E07 
8.00E-
75  RNA binding / tRNA methyltransferase  
 0567-94-(6-8-
06)_B08 
1.00E-
74  aconitase C-terminal domain-containing protein  
 1111-94-(6-9-
06)_C08 
1.00E-
74  phosphate-responsive 1 family protein  
 0702-94-(6-7-
06)_B01 
2.00E-
74 
 similar to Os01g0112100 [Oryza sativa (japonica cultivar-group)] 
(GB:NP_001041811.1)  
 Contig_104 
4.00E-
74 
 similar to unknown protein [Oryza sativa (japonica cultivar-group)] 
(GB:AAL86463.1); contains InterPro domain Sigma factor, regions 3 
and 4; (InterPro:IPR013324)  
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 0444-94-(6-16-
06)_C03 
5.00E-
74 
 similar to unknown protein [Oryza sativa (japonica cultivar-group)] 
(GB:AAO38479.1)  
 Contig_73 
5.00E-
74  EMB1467 (EMBRYO DEFECTIVE 1467); NADH dehydrogenase  
 0285-94(5-31-
06)_015 
7.00E-
74  RNA recognition motif (RRM)-containing protein  
 0257-94(5-31-
06)_008 
9.00E-
74  mitochondrial substrate carrier family protein  
 0221-94-F09(5-10-
06) 
1.00E-
73 
 similar to VIP2 (VIRE2 INTERACTING PROTEIN2), transcription 
regulator [Arabidopsis thaliana] (TAIR:AT5G59710.1); similar to 
NOT2/NOT3/NOT5 [Medicago truncatula] (GB:ABE93791.1); similar 
to NOT2/NOT3/NOT5 family protein, expressed [Oryza sativa 
(japonica cultivar-group)] (GB:ABF98742.1); similar to VIP2 
[Nicotiana benthamiana] (GB:AAY15746.1); contains IterPro domain 
NOT2/NOT3/NOT5; (InterPro:IPR007282)  
 0533-94-(6-8-
06)_A05 
1.00E-
73  DNAJ heat shock N-terminal domain-containing protein  
 1108-94-(6-9-
06)_H07 
2.00E-
73  eukaryotic translation initiation factor SUI1 family protein  
 0141-94-E04(5-9-
06) 
3.00E-
73  zinc knuckle (CCHC-type) family protein  
 Contig_205 
3.00E-
73 
 ATAUX2-11 (indoleacetic acid-induced protein 4); transcription 
factor  
 0901-94-(6-14-
06)_D10 
1.00E-
72  phosphoglycerate/bisphosphoglycerate mutase family protein  
 0921-94-(6-14-
06)_H12 
1.00E-
72  TOM2A (TOBAMOVIRUS MULTIPLICATION 2A)  
 1144-94-(6-9-
06)_D12 
2.00E-
72  MEMB11 (Golgi SNARE protein membrin 11); v-SNARE  
 Contig_180 
2.00E-
72 
 mitochondrial import inner membrane translocase subunit 
Tim17/Tim22/Tim23 family protein  
 0811-94-(6-5-
06)_C02 
3.00E-
72  PDE135 (PIGMENT DEFECTIVE EMBRYO 135); permease  
 Contig_155 
3.00E-
72  NHL1 (NDR1/HIN1-like 1)  
 0513-94-(6-8-
06)_E02 
6.00E-
72 
 PDC2 (PYRUVATE DECARBOXYLASE-2); pyruvate 
decarboxylase  
 0162-94-B07(5-5-
06) 
1.00E-
71 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT1G74440.1); similar to YGL010w-like protein [Picea 
mariana] (GB:AAC32136.1); contains InterPro domain Protein of 
unknown function DUF962; (InterPro:IPR009305)  
 1017-94-(6-2-
06)_H02 
1.00E-
71  glycosyl hydrolase family 5 protein /  cellulase family protein  
 1067-94-(6-2-
06)_A09 
2.00E-
71  RHL1 (ROOT HAIRLESS 1)  
 0239-94-H11(5-10-
06) 
4.00E-
71  PQ-loop repeat family protein / transmembrane family protein  
 0687-94-(6-6-
06)_G11 
6.00E-
71 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT2G45060.1); similar to conserved hypothetical protein 
[Medicago truncatula] (GB:ABE90926.1)  
 Contig_69 
6.00E-
71  protein phosphatase 2C, putative / PP2C, putative  
 0866-94-(6-5-
06)_B09 
1.00E-
70  HAT22 (homeobox-leucine zipper protein 22); transcription factor  
 0006-94-C05(4-20- 2.00E-  similar to AMP-dependent sy thetase and ligase [Medicago 
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06) 70 truncatula] (GB:ABE91856.1)  
 0595-94-(6-8-
06)_B11 
2.00E-
70  ATWHY2 (A. THALIANA WHIRLY 2); DNA binding  
 0313-94-(6-9-
06)_B01 
4.00E-
70 
 RPS6 (RIBOSOMAL PROTEIN S6); structural constituent of 
ribosome  
 0079-93-B04(4-21-
06) 
5.00E-
70  lysyl-tRNA synthetase, putative / lysine--tRNA ligase, putative  
 Contig_68 
6.00E-
70  MYB88 (myb domain protein 88); DNA binding / transcription factor  
 0653-94-(6-6-
06)_E07 
8.00E-
70  isochorismatase hydrolase family protein  
 0255-94(5-31-
06)_004 
9.00E-
70 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT5G42860.1); similar to H0814G11.12 [Oryza stiva (indica 
cultivar-group)] (GB:CAJ86345.1); similar to CAA30379.1 protein 
[Oryza sativa] (GB:CAB53482.1)  
 0847-94-(6-5-
06)_G06 
3.00E-
69  ATP binding / protein kinase/ protein serine/threonine kinase  
 0920-94-(6-14-
06)_G12 
3.00E-
69  enoyl-CoA hydratase/isomerase family protein  
 Contig_62 
3.00E-
69  THI1 (THIAZOLE REQUIRING)  
 0654-94-(6-6-
06)_F07 
4.00E-
69 
 FATB (FATTY ACYL-ACP THIOESTERASES B); acyl carrier/ 
acyl-ACP thioesterase  
 0803-94-(6-5-
06)_C01 
4.00E-
69  F-box family protein  
 1308-94-(6-16-
06)_B07 
6.00E-
69 
 ATARP8 (ACTIN-RELATED PROTEIN 8); structural constituent of 
cytoskeleton  
 0123-94-C02(5-9-
06) 
7.00E-
69 
 EMB1067 (EMBRYO DEFECTIVE 1067); tRNA 2'-
phosphotransferase  
 Contig_72 
2.00E-
68  chalcone-flavanone isomerase family protein  
 0833-94-(6-5-
06)_A05 
5.00E-
68  ACX4 (ACYL-COA OXIDASE 4); oxidoreductase  
 0897-94-(6-14-
06)_G07 
2.00E-
67  transcription factor IIA large subunit / TFIIA large subunit (TFIIA-L)  
 Contig_124 
2.00E-
67  NADH:ubiquinone oxidoreductase family protein  
 0017-94_004(5-31-
06) 
3.00E-
67  WRKY17 (WRKY DNA-binding protein 17); transcript on factor  
 Contig_24 
3.00E-
67  calmodulin-binding protein  
 0846-94-(6-5-
06)_F06 
4.00E-
67  late embryogenesis abundant family protein / LEA family protein  
 Contig_71 
4.00E-
67  PEX10 (peroxin 10); protein binding / zinc ion bi ding  
 0691-94-(6-6-
06)_C12 
7.00E-
67  GCN5-related N-acetyltransferase (GNAT) family protein  
 0105-94-H10(4-28-
06) 
9.00E-
67 
 PAB8 (POLY(A) BINDING PROTEIN 8); RNA  binding / translation 
initiation factor  
 1182-94-(6-15-
06)_H06 
1.00E-
66  33 kDa secretory protein-related  
 0537-94-(6-8-
06)_E05 
2.00E-
66  OTU-like cysteine protease family protein  
 0907-94-(6-14- 3.00E-  calcium ion binding  
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06)_B11 66 
 Contig_181 
7.00E-
66  26S proteasome regulatory subunit, putative  
 0821-94-(6-5-
06)_E03 
8.00E-
66 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT3G12030.1); similar to fiber protein Fb27 [Gossypium 
barbadense] (GB:AAQ84318.1); contains InterPro domain Protein of 
unknown function DUF841, eukaryotic; (InterPro:IPR008559)  
 Contig_37 
9.00E-
66  UDP-glucoronosyl/UDP-glucosyl transferase family protein  
 0032-93-A10(4-21-
06) 
1.00E-
65  H+-transporting two-sector ATPase, putative  
 0639-94-(6-6-
06)_G05 
1.00E-
65  lectin protein kinase, putative  
 1192-94-(6-15-
06)_D07 
1.00E-
65  lipase class 3 family protein  
 0640-94-(6-6-
06)_H05 
2.00E-
65 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT4G21460.1); similar to Os08g0513300 [Oryza sativa 
(japonica cultivar-group)] (GB:NP_001062225.1); similar to Protein 
involved in high osmolarity signaling pathway (ISS) [Ostreococcus 
tauri] (GB:CAL57599.1); contains domain SUBFAMILY NOT 
NAMED (PTHR13490:SF4); contains domain FAMILY NOT 
NAMED (PTHR13490)  
 0130-94-B03(5-9-
06) 
8.00E-
65  ATR1 (ARABIDOPSIS CYTOCHROME REDUCTASE)  
 1194-94-(6-15-
06)_F07 
9.00E-
65  basic helix-loop-helix (bHLH) family  protein  
 Contig_120 
9.00E-
65  glutamate binding  
 0835-94-(6-5-
06)_C05 
1.00E-
64  SEC10 (EXOCYST COMPLEX COMPONENT  SEC10)  
 1058-94-(6-2-
06)_H07 
1.00E-
64 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT4G27435.1); similar to Os09g0281300 [Oryza sativa 
(japonica cultivar-group)] (GB:NP_001062767.1); similar to fiber 
protein Fb34 [Gossypium barbadense] (GB:AAR07596.1); contains 
InterPro domain Protein of unknown function DUF1218; 
(InterPro:IPR009606)  
 0658-94-(6-6-
06)_B08 
2.00E-
64 
 similar to unknown protein [Arabidopsis  thaliana] 
(TAIR:AT3G11560.4); similar to Os08g0482100  [Oryza sativa 
(japonica cultivar-group)]  (GB:NP_001062067.1); similar to unknown 
protein [Oryza  sativa (japonica cultivar-group)] (GB:BAD09288.1);  
contains InterPro domain LETM1-like; (InterPro:IPR011685)   
 Contig_131 
6.00E-
64  transporter-related  
 1076-94-(6-2-
06)_B10 
8.00E-
64  NDP1 (RANDOM POTATO CDNA CLONE); binding  
 0120-94-A02(5-9-
06) 
9.00E-
64  alpha-mannosidase  
 0177-94-B04(5-10-
06) 
1.00E-
63  AGL20 (AGAMOUS-LIKE 20); transcription factor  
 0696-94-(6-6-
06)_H12 
1.00E-
63  myb family transcription factor  
 0736-94-(6-7-
06)_D05 
1.00E-
63  NPL4 family protein  
 Contig_186 
2.00E-
63  translocon-associated protein beta (TRAPB) family protein  
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 1041-94-(6-2-
06)_H05 
3.00E-
63 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT4G21140.1); similar to Os01g0511200 [Oryza sativa 
(japonica cultivar-group)] (GB:NP_001043171.1)  
 0922-94-(6-15-
06)_A01 
5.00E-
63  ATFP3 (Arabidopsis thaliana farnesylated protein 3)  
 1080-94-(6-2-
06)_F10 
5.00E-
63 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT1G07090.1); similar to Protein of unknown function 
DUF640 [Medicago truncatula] (GB:ABE92798.1); contai s InterPro 
domain Protein of unknown function DUF640; (InterPro:IPR006936)  
 0545-94-(6-8-
06)_E06 
8.00E-
63  ATOMT1 (O-METHYLTRANSFERASE 1)  
 Contig_59 
9.00E-
63  universal stress protein (USP) family protein  
 0147-94-C05(5-9-
06) 
2.00E-
62  IQD13 (IQ-domain 13); calmodulin binding  
 0810-94-(6-5-
06)_B02 
2.00E-
62  FIP1 (FH INTERACTING PROTEIN 1)  
 1086-94-(6-2-
06)_D11 
3.00E-
62  CRY2 (CRYPTOCHROME  2)  
 0436-94-(6-16-
06)_D02 
4.00E-
62 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT4G24805.1); similar to hypothetical protein [Oryza sativa 
(japonica cultivar-group)] (GB:BAC75560.1); contains InterPro 
domain Methyltransferase FkbM; (InterPro:IPR006342)  
 0625-94-(6-6-
06)_A04 
6.00E-
62 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT5G65810.1); similar to Os01g0144000 [Oryza sativa 
(japonica cultivar-group)] (GB:NP_001042001.1); similar to conserved 
hypothetical protein [Medicago truncatula] (GB:ABE78370.1); 
contains domain S-adenosyl-L-methionine-dependent 
methyltransferases (SSF53335)  
 Contig_188 
6.00E-
62  F-box family protein (FBX13)  
 0118-94-E12(4-28-
06) 
7.00E-
62 
 GLP7 (GERMIN-LIKE PROTEIN 7); manganese ion binding / metal 
ion binding / nutrient reservoir  
 0129-94-A03(5-9-
06) 
7.00E-
62  NADP-dependent oxidoreductase, putative  
 0531-94-(6-8-
06)_G04 
8.00E-
62 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT5G48660.1); similar to unknown protein [Oryza sativa 
(japonica cultivar-group)] (GB:BAD69146.1); similar to 
Os02g0321800 [Oryza sativa (japonica cultivar-group)] 
(GB:NP_001046689.1); similar to Os05g0272900 [Oryza sativa 
(japonica cultivar-group)] (GB:NP_001055067.1); contai s InterPro 
domain B-cell receptor-associated 31-like; (InterPro:IPR008417)  
 0121-94-H12(4-28-
06) 
1.00E-
61  GAE4 (UDP-D-GLUCURONATE 4-EPIMERASE 4); catalytic  
 0329-94-(6-27-
06)_H03 
1.00E-
61  aspartyl protease family protein  
 Contig_34 
1.00E-
61  (1-4)-beta-mannan endohydrolase, putative  
 0717-94-(6-7-
06)_A03 
2.00E-
61 
 MSBP1 (ARABIDOPSIS THALIANA MEMBRANE-ASSOCIATED 
PROGESTERONE BINDING PROTEIN 5)  
 Contig_88 
7.00E-
61  nucleoside-triphosphatase/ nucleotide binding  
 0843-94-(6-5-
06)_C06 
8.00E-
61 
 ATRPAC43 (Arabidopsis thaliana RNA polymerase I subunit 43); 
DNA binding / DNA-directed RNA polymerase  
 0856-94-(6-5- 9.00E-  ankyrin repeat family protein  
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06)_H07 61 
 0029-94-D01(4-28-
06) 
1.00E-
60  copine-related  
 0704-94-(6-7-
06)_D01 
1.00E-
60  Clp amino terminal domain-containing protein  
 0729-94-(6-7-
06)_E04 
1.00E-
60  RNA recognition motif (RRM)-containing protein  
 0010-94_005(5-31-
06) 
2.00E-
60  arginine biosynthesis protein ArgJ family  
 1079-94-(6-2-
06)_E10 
2.00E-
60  zinc finger (C3HC4-type RING finger) family protein  
 1003-94-(6-2-
06)_C01 
4.00E-
60  cupin family protein  
 Contig_86 
9.00E-
60 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT3G05830.1); similar to hypothetical protein [Oryza sativa 
(japonica cultivar-group)] (GB:BAD86886.1); similar to 
Os05g0135900 [Oryza sativa (japonica cultivar-group)] 
(GB:NP_001054577.1); contains InterPro domain tRNA-binding arm; 
(InterPro:IPR010978)  
 0252-94(5-31-
06)_013 
1.00E-
59 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT5G24610.1); similar to expressed protein [Oryza sativa 
(japonica cultivar-group)] (GB:ABB47870.1)  
 0260-94(5-31-
06)_014 
1.00E-
59 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT1G10385.1); similar to expressed protein (with alternative 
splicing) [Oryza sativa (japonica cultivar-group)] (GB:AAS07222.1); 
similar to AT5g49830/K21G20_4 [Medicago truncatula] 
(GB:ABE86338.1); similar to Os07g0200000 [Oryza sativa (japonica 
cultivar-group)] (GB:NP_001059127.1); contains domain FAMILY 
NOT NAMED (PTHR21426); contains domain gb def: Gb 
 0830-94-(6-5-
06)_F04 
1.00E-
59  dentin sialophosphoprotein-related  
 0895-94-(6-5-
06)_G12 
1.00E-
59 
 similar to Os01g0166800 [Oryza sativa (japonica cultivar-group)] 
(GB:NP_001042118.1); similar to P0028E10.3 [Oryza sativa (japonica 
cultivar-group)] (GB:BAB39900.1); contains domain gb def: 
Hypothetical protein At2g40550 (PTHR13489:SF2); contains domain 
FAMILY NOT NAMED (PTHR13489)  
 0914-94-(6-14-
06)_A12 
2.00E-
59  RCD1 (RADICAL-INDUCED CELL DEATH1)  
 0540-94-(6-8-
06)_H05 
3.00E-
59  aldo/keto reductase, putative  
 1104-94-(6-9-
06)_D07 
7.00E-
59 
 SPL1 (SQUAMOSA PROMOTER BINDING  PROTEIN-LIKE 1); 
DNA binding / transcription factor  
 0128-94(5-31-
06)_009 
9.00E-
59  AOC4 (ALLENE OXIDE CYCLASE 4)  
 Contig_9 
1.00E-
58 
 delta-OAT (ornithine- delta-aminotransferase); ornithi e-oxo-acid 
transaminase  
 0688-94-(6-6-
06)_H11 
2.00E-
58  U-box domain-containing protein  
 Contig_23 
2.00E-
58  ACD32.1 (ALPHA-CRYSTALLIN DOMAIN 31.2)  
 0636-94-(6-6-
06)_D05 
6.00E-
58  AKRP/EMB2036 (EMBRYO DEFECTIVE 2036); protein binding  
 0655-94-(6-6-
06)_G07 
7.00E-
58  PPI1 (PROTON PUMP INTERACTOR 1)  
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 0179-94-D04(5-10-
06) 
1.00E-
57 
 similar to Cupin, RmlC-type [Medicago truncatula] 
(GB:ABD28667.1); similar to Os01g0810200 [Oryza sativa (japonica 
cultivar-group)] (GB:NP_001044582.1); contains InterPro domain 
Cupin, RmlC-type; (InterPro:IPR011051)  
 0373-94-(6-12-
06)_A09 
1.00E-
57  SNF7 family protein  
 0892-94-(6-5-
06)_D12 
1.00E-
57  F-box family protein  
 0426-94-(6-16-
06)_B01 
2.00E-
57  ALF4 (ABERRANT LATERAL ROOT FORMATION  4)  
 0663-94-(6-6-
06)_G08 
2.00E-
57  LIM domain-containing protein  
 1085-94-(6-2-
06)_C11 
2.00E-
57  armadillo/beta-catenin repeat family protein  
 Contig_3 
3.00E-
57  polcalcin, putative / calcium-binding pollen allergen, putative  
 1307-94-(6-16-
06)_A07 
5.00E-
57 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT3G57280.1); similar to non-green plastid inner envelope 
membrane protein precursor (GB:AAA84891.1); contains InterPro 
domain Protein of unknown function UPF0136, Transmembrane; 
(InterPro:IPR005349)  
 1026-94-(6-2-
06)_A04 
6.00E-
57  kinesin motor protein-related  
 0584-94-(6-8-
06)_G09 
1.00E-
56 
 similar to BSD domain-containing protein [Arabidopsis thaliana] 
(TAIR:AT1G26300.1); similar to Os04g0662000 [Oryza sativa 
(japonica cultivar-group)] (GB:NP_001054153.1); similar to 
Os02g0726400 [Oryza sativa (japonica cultivar-group)] 
(GB:NP_001047990.1); contains InterPro domain BSD; 
(InterPro:IPR005607)  
 0770-94-(6-14-
06)_B05' 
1.00E-
56 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT1G52330.1); similar to Os03g0696000 [Oryza sativa 
(japonica cultivar-group)] (GB:NP_001050978.1); similar to 
hypothetical protein [Oryza sativa (japonica cultivar-group)] 
(GB:AAO19373.1)  
 0300-94(5-31-
06)_013 
2.00E-
56   ATKINESIN-13A/KINESIN-13A; microtubule motor  
 Contig_176 
6.00E-
56  DNA-binding protein-related  
 0048-94-G03(4-28-
06) 
1.00E-
55 
 mechanosensitive ion channel  domain-containing protein / MS ion 
channel  domain-containing protein  
 0562-94-(6-8-
06)_H07 
2.00E-
55 
 CDR1 (CONSTITUTIVE DISEASE RESISTANCE 1); aspartic-type 
endopeptidase/ pepsin A  
 Contig_194 
2.00E-
55  reticulon family protein (RTNLB3)  
 Contig_99 
2.00E-
55  carbon-sulfur lyase  
 0454-94-(6-16-
06)_D04 
3.00E-
55  similar to hypothetical protein [Prunus persica] (GB:AAO14625.1)  
 Contig_199 
3.00E-
55  SVP (SHORT VEGETATIVE PHASE); transcription factor  
 0578-94-(6-8-
06)_C09 
6.00E-
55  protein binding / zinc ion binding  
 0086-94-E08(4-28-
06) 
1.00E-
54  heme binding / transition metal ion binding  
 Contig_187 6.00E-  octicosapeptide/Phox/Bem1p (PB1) domain-containing protein  
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54 
 0773-94-(6-7-
06)_G09 
7.00E-
54 
 similar to nuclear matrix constituent protein-relat d [Arabidopsis 
thaliana] (TAIR:AT1G13220.2); similar to Alpha-taxilin, putative, 
expressed [Oryza sativa (japonica cultivar-group)] (GB:ABF95380.1); 
contains InterPro domain Prefoldin; (InterPro:IPR009 53)  
 1305-94-(6-16-
06)_G06 
7.00E-
54  ADL6 (DYNAMIN-LIKE PROTEIN 6)  
 0180-94-E04(5-10-
06) 
8.00E-
54 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT2G12400.1); similar to H0306F03.12 [Oryza stiva (indica 
cultivar-group)] (GB:CAH68245.1); similar to Os01g0121300 [Oryza 
sativa (japonica cultivar-group)] (GB:NP_001041875.1); similar to 
Os02g0799300 [Oryza sativa (japonica cultivar-group)] 
(GB:NP_001048408.1); contains InterPro domain Acid 
phosphatase/vanadium-dependent haloperoxidase; 
(InterPro:IPR008934)  
 0517-94-(6-8-
06)_A03 
1.00E-
53 
 ADL2 (ARABIDOPSIS DYNAMIN-LIKE 2); GTP  binding / 
GTPase  
 1102-94-(6-9-
06)_B07 
1.00E-
53 
 similar to intracellular protein transport protein USO1-related 
[Arabidopsis thaliana] (TAIR:AT1G64180.1); similar to unnamed 
protein product; gb 
 Contig_204 
1.00E-
53  glutaredoxin family protein  
 Contig_46 
1.00E-
53 
 ATHB54 (ARABIDOPSIS THALIANA HOMEOBOX PROTEIN 
54); nucleic acid binding / transcription factor  
 0306-94(5-31-
06)_006 
2.00E-
53 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT5G64780.1); similar to conserved hypothetical protein 
[Medicago truncatula] (GB:ABE81201.1); contains InterPro domain 
Tetraspanin; (InterPro:IPR008952)  
 0887-94-(6-5-
06)_G11 
2.00E-
53  lanthionine synthetase C-like family protein  
 0690-94-(6-6-
06)_B12 
6.00E-
53 
 AtMYB82 (myb domain protein 82); DNA binding / transcription 
factor  
 0581-94-(6-8-
06)_E09 
8.00E-
53  glycosyl hydrolase family 17 protein  
 0647-94-(6-6-
06)_G06 
9.00E-
53  5'-AMP-activated protein kinase beta-1 subunit-related  
 0214-94(5-31-
06)_010 
1.00E-
52  homeobox-leucine zipper transcription factor family protein  
 1134-94-(6-9-
06)_B11 
3.00E-
52  ERD7 (EARLY-RESPONSIVE TO DEHYDRATION 7)  
 0026-94-(6-12-
06)_A01 
6.00E-
52 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT3G48700.1); similar to Esterase/lipase/thioesterase 
[Medicago truncatula] (GB:ABE83378.1); contains InterPro domain 
Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro 
domain Alpha/beta hydrolase fold-3; (InterPro:IPR013 94)  
 0841-94-(6-5-
06)_A06 
7.00E-
52 
 Identical to Protein At2g40430 [Arabidopsis Thaliana] 
(GB:O22892;GB:Q93XZ8); similar to Os05g0144200 [Oryza sativa 
(japonica cultivar-group)] (GB:NP_001054623.1); similar to unknown 
protein [Oryza sativa (japonica cultivar-group)] (GB:AAU90201.1); 
contains InterPro domain P60-like; (InterPro:IPR011687)  
 0683-94-(6-6-
06)_C11 
9.00E-
52 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT1G03610.1); similar to hypothetical protein [Oryza sativa 
(japonica cultivar-group)] (GB:AAO39871.1); similar to 
Os10g0494000 [Oryza sativa (japonica cultivar-group)] 
(GB:NP_001064942.1); similar to hypothetical protein [Oryza sativa 
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(japonica cultivar-group)] (GB:AAP46235.1); contains InterPro 
domain Protein of unknown function DUF789; (InterPro:IPR008507)  
 0316-94-(6-9-
06)_E01 
1.00E-
51 
 similar to hypothetical protein MtrDRAFT_AC150207g26v1 
[Medicago truncatula] (GB:ABD32636.1)  
 0372-94-(6-12-
06)_H08 
2.00E-
51  mitochondrial glycoprotein family protein / MAM33 family protein  
 0649-94-(6-6-
06)_A07 
3.00E-
51  AML5 (ARABIDOPSIS MEI2-LIKE PROTEIN 5);  RNA binding  
 1060-94-(6-2-
06)_B08 
4.00E-
51  zinc finger protein-related  
 0576-94-(6-12-
06)_E11 
1.00E-
50  nucleic acid binding  
 0802-94-(6-5-
06)_B01 
1.00E-
50 
 ribulose bisphosphate carboxylase small chain 3B / RuBisCO small 
subunit 3B (RBCS-3B) (ATS3B)  
 1004-94(6-2-
06Truncated)_D01 
1.00E-
50 
 DFR (DIHYDROFLAVONOL 4-REDUCTASE); dihydrokaempferol 
4-reductase  
 1021-94-(6-2-
06)_D03 
1.00E-
50  DNA binding / zinc ion binding  
 Contig_148 
6.00E-
50  IAA16 (indoleacetic acid-induced protein 16); transcription factor  
 Contig_142 
9.00E-
50  basic helix-loop-helix (bHLH) family protein  
 0219-94-D09(5-10-
06) 
2.00E-
49  YGGT family protein  
 0535-94-(6-8-
06)_C05 
3.00E-
49  pleckstrin homology (PH) domain-containing protein  
 0075-94-B07(4-28-
06) 
4.00E-
49  WNK1 (WITH NO LYSINE (K) 1);  kinase  
 0859-94-(6-5-
06)_C08 
5.00E-
49 
 ARID/BRIGHT DNA-binding domain-containing protein / ELM2 
domain-containing protein / Myb-like DNA-binding domain-
containing protein  
 0779-94-(6-7-
06)_D10 
6.00E-
49  selenoprotein-related  
 Contig_203 
7.00E-
49 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT1G52910.1); similar to fiber protein Fb34 [Gossypium 
barbadense] (GB:AAR07596.1); contains InterPro domain Protein of 
unknown function DUF1218; (InterPro:IPR009606)  
 Contig_20 
1.00E-
48 
 similar to pentatricopeptide (PPR) repeat-containing protein 
[Arabidopsis thaliana] (TAIR:AT4G22760.1); similar to hypothetical 
protein [Catharanthus roseus] (GB:CAC09928.1)  
 0807-94-(6-5-
06)_G01 
2.00E-
48 
 MLO10 (MILDEW RESISTANCE LOCUS O 10); calmodulin 
binding  
 0831-94-(6-5-
06)_G04 
2.00E-
48  hydrolase  
 Contig_179 
3.00E-
48  plastocyanin-like domain-containing protein  
 0111-94-F11(4-28-
06) 
5.00E-
48  UNE1 (unfertilized embryo sac 1)  
 0220-94E09(5-10-
06) 
5.00E-
48  zinc finger (C3HC4-type RING finger) family protein  
 0352-94-(6-27-
06)_H04 
6.00E-
48  transporter  
 0925-94-(6-16-
06)_C11 
8.00E-
48 
 Identical to Golgin-84 [Arabidopsis Thaliana] 
(GB:Q8S8N9;GB:Q6NMI2); similar to unknown protein [Arabidopsis 
thaliana] (TAIR:AT1G18190.1); similar to Gol (GB:Q6GNT7); similar 
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to Os01g0744400 [Oryza sativa (japonica cultivar-group)] 
(GB:NP_001044225.1); contains domain SUBFAMILY NOT 
NAMED (PTHR13815:SF1); contains domain FAMILY NOT 
NAMED (PTHR13815)  
 0211-94-D08(5-10-
06) 
2.00E-
47 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT5G18720.1); similar to unknown protein [Arabidopsis 
thaliana] (TAIR:AT5G18740.1); similar to heat shock protein DnaJ N-
terminal domain-containing protein [Musa acuminata] 
(GB:ABF69988.1); similar to Os01g0375100 [Oryza sativa (japonica 
cultivar-group)] (GB:NP_001043077.1); contains domain 
DNAJ/HSP40 (PTHR11821); contains domain gb def: T12H .7 
protein (PTHR11821:SF3)  
 0358-94-(6-12-
06)_C07 
2.00E-
47 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT4G00355.2); similar to conserved hypothetical protein 
[Medicago truncatula] (GB:ABE80179.1)  
 1116-94-(6-9-
06)_H08 
2.00E-
47  leucine-rich repeat family protein / protein kiase family protein  
 1301-94-(6-16-
06)_C06 
2.00E-
47  RNA recognition motif (RRM)-containing protein  
 Contig_2 
2.00E-
47  adenylate cyclase  
 0369-94-(6-12-
06)_F08 
3.00E-
47  FTSZ2-1 (FtsZ homolog 2-1); structural molecule  
 0915-94-(6-14-
06)_B12 
3.00E-
47  copine-related  
 0804-94-(6-5-
06)_D01 
6.00E-
47  nucleic acid binding / zinc ion binding  
 0881-94-(6-5-
06)_A11 
8.00E-
47  transcription factor  
 0438-94-(6-16-
06)_F02 
1.00E-
46  pentatricopeptide (PPR) repeat-containing protein  
 0863-94-(6-5-
06)_G08 
3.00E-
46  fructose-bisphosphate aldolase, putative  
 Contig_141 
8.00E-
46  myb family transcription factor  
 Contig_98 
1.00E-
45 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT3G02555.1); similar to hypothetical protein [Cleome 
spinosa] (GB:ABD96917.1)  
 0164-94-D07(5-5-
06) 
2.00E-
45 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT3G04040.1); similar to Os01g0264500 [Oryza sativa 
(japonica cultivar-group)] (GB:NP_001042664.1); similar to gb 
protein [Sorghum bicolor] (GB:AAL68853.1)  
 1035-94-(6-14-
06)_G08 
3.00E-
45 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT2G40060.1); similar to conserved hypothetical protein 
[Medicago truncatula] (GB:ABE83515.1); contains InterPro domain 
Clathrin light chain; (InterPro:IPR000996)  
 0021-94_012(5-31-
06) 
6.00E-
45 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT1G74950.1); similar to PnFL-2 [Ipomoea nil] 
(GB:AAG49896.1); contains InterPro domain ZIM; 
(InterPro:IPR010399)  
 0228-94-E10(5-10-
06) 
1.00E-
44 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT4G08460.2); similar to Pm27 [Prunus mume] 
(GB:BAE48661.1); contains InterPro domain Protein of unknown 
function DUF1644; (InterPro:IPR012866)  
 0269-94(5-31- 2.00E-  transferase family protein  
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06)_015 44 
 Contig_168 
2.00E-
44  ATPU1 (PULLULANASE 1); alpha-amylase/  limit dextrinase  
 0790-94-(6-7-
06)_F11 
3.00E-
44  transducin family protein / WD-40 repeat family protein  
 0823-94-(6-5-
06)_G03 
7.00E-
44  pyruvate kinase, putative  
 1075-94-(6-2-
06)_A10 
8.00E-
44  zinc finger (Ran-binding) family protein  
 0265-94(5-31-
06)_007 
7.00E-
43 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT3G51890.1); similar to conserved hypothetical protein 
[Medicago truncatula] (GB:ABE83515.1); contains InterPro domain 
Clathrin light chain; (InterPro:IPR000996)  
 0643-94-(6-6-
06)_C06 
1.00E-
42  armadillo/beta-catenin repeat family protein  
 Contig_169 
1.00E-
42  integral membrane protein, putative  
 0388-94-(6-12-
06)_E10 
2.00E-
42  epsin N-terminal homology (ENTH)  domain-contaiing protein  
 1107-94-(6-9-
06)_G07 
3.00E-
42 
 AtMYB73/MYB73 (myb domain protein 73); DNA binding / 
transcription factor  
 0667-94-(6-6-
06)_C09 
4.00E-
42 
 SPL7 (SQUAMOSA PROMOTER BINDING  PROTEIN-LIKE 7); 
DNA binding / transcription factor  
 1127-94-(6-9-
06Truncated)_C10 
1.00E-
41 
 similar to expressed protein [Oryza sativa (japonica cultivar-group)] 
(GB:ABA99446.2); contains domain Winged helix DNA-binding 
domain (SSF46785)  
 0315-94-(6-9-
06)_D01 
2.00E-
41  transporter-related  
 1006-94-(6-2-
06)_F01 
9.00E-
41  RNA recognition motif (RRM)-containing  protein  
 1170-94-(6-15-
06)_H05 
1.00E-
40  ubiquitin-specific protease 8, putative (UBP8)  
 Contig_1 
1.00E-
40 
 ATERF-2/ATERF2/ERF2 (ETHYLENE RESPONSE FACTOR 2); 
DNA binding / transcription factor/ transcriptional activator  
 Contig_84 
1.00E-
40  AT-IMP (Arabidopsis thaliana importin alpha); protein transporter  
 0725-94-(6-7-
06)_A04 
2.00E-
40 
 similar to WDL1 (WVD2-LIKE 1) [Arabidopsis thaliana] 
(TAIR:AT3G04630.3); similar to Targeting protein for Xklp2 
containing protein, expressed [Oryza sativa (japonica cultivar-group)] 
(GB:ABF99369.1); similar to Os03g0799100 [Oryza sativa (japonica 
cultivar-group)] (GB:NP_001051574.1); contains InterPro domain 
Targeting for Xklp2; (InterPro:IPR009675)  
 1040-94-(6-2-
06)_G05 
3.00E-
40  protein kinase family protein  
 0106-94-A11(4-28-
06) 
7.00E-
40 
 similar to PREDICTED: similar to CG15168-PA [Apis mellifera] 
(GB:XP_001121144.1); similar to Os12g0566400 [Oryza sativa 
(japonica cultivar-group)] (GB:NP_001067053.1); contai s domain 
FAMILY NOT NAMED (PTHR21181); contains domain gb def: 
Hypothetical protein (PTHR21181:SF6)  
 0829-94-(6-5-
06)_E04 
8.00E-
40 
 zinc finger protein (PRAF1) / regulator of  chromosome condensation 
(RCC1) family protein  
 0046-94-E03(4-28-
06) 
2.00E-
39 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT1G50040.1); similar to IMP dehydrogenase/GMP reductase 
[Medicago truncatula] (GB:ABE93135.1); contains InterPro domain 
Protein of unknown function DUF1005; (InterPro:IPR010410)  
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 Contig_130 
3.00E-
39  J20 (DNAJ-LIKE 20); heat shock protein binding  
 Contig_33 
4.00E-
39 
 similar to unknown protein [Arabidopsis  thaliana] 
(TAIR:AT1G11220.1); similar to cotton fiber  express d protein 1 
[Gossypium hirsutum] (GB:AAC33276.1);  contains InterPro domain 
Protein of unknown function  DUF761, plant; (InterPro:IPR008480)  
 0681-94-(6-6-
06)_A11 
2.00E-
38  bZIP transcription factor family protein  
 0746-94-(6-7-
06)_F06 
2.00E-
38  seven in absentia (SINA) family protein  
 0883-94-(6-5-
06)_C11 
2.00E-
38  tRNA pseudouridine synthase family protein  
 1172-94-(6-15-
06)_B06 
2.00E-
38  NADH-ubiquinone oxidoreductase-related  
 0309-94(5-31-
06)_012 
2.00E-
37  protein kinase family protein  
 1094-94-(6-2-
06)_D12 
2.00E-
37 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT3G25640.1); similar to unknown protein [Oryza sativa 
(japonica cultivar-group)] (GB:BAD07762.1); contains InterPro 
domain Protein of unknown function DUF617, plant; 
(InterPro:IPR006460)  
 Contig_10 
2.00E-
37  KH domain-containing protein  
 0263-94(5-31-
06)_003 
3.00E-
37 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT1G19330.2); similar to unknown [Vitis pseudoreticulata] 
(GB:ABC69763.1)  
 0694-94-(6-6-
06)_F12 
7.00E-
37  CIC7E11; protein binding / zinc ion binding  
 0328-94-(6-9-
06)_G02 
9.00E-
37  squamosa promoter-binding protein, putative  
 0890-94-(6-14-
06)_E07 
1.00E-
36  IAA11 (indoleacetic acid-induced protein 11)  
 0720-94-(6-7-
06)_D03 
1.00E-
35 
 similar to EMB2170 (EMBRYO DEFECTIVE 2170) [Arabidopsis 
thaliana] (TAIR:AT1G21390.1)  
 0087-93-B03(4-21-
06) 
2.00E-
35  ATRAD21.3 (Arabidopsis homolog of  RAD21 3)  
 Contig_58 
3.00E-
35 
 XTR3 (XYLOGLUCAN ENDOTRANSGLYCOSYLASE 3); 
hydrolase, acting on glycosyl bonds  
 0047-93-B08(4-21-
06) 
4.00E-
35  WD-40 repeat family protein  
 0131-94-C03(5-9-
06) 
4.00E-
35  Dof-type zinc finger domain-containing protein  
 0140-94-D04(5-9-
06) 
4.00E-
35  bZIP transcription factor family protein  
 0796-94-(6-7-
06)_D12 
7.00E-
35  BPC2 (BASIC PENTACYSTEINE 2)  
 Contig_121 
7.00E-
35  RNA and export factor-binding protein, putative  
 0296-94(5-31-
06)_005 
2.00E-
34  kinase interacting family protein  
 0870-94-(6-5-
06)_F09 
2.00E-
34  ARF2 (AUXIN RESPONSE FACTOR 2)   
 0577-94-(6-8-
06)_B09 
3.00E-
34  glycine-rich protein  
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 0834-94-(6-15-
06bad)_H10 
3.00E-
34  zinc finger (C3HC4-type RING finger) family protein  
 1160-94-(6-15-
06)_B05 
5.00E-
34 
 similar to YLS7 (yellow-leaf-specific gene 7) [Arabidopsis thaliana] 
(TAIR:AT5G51640.1); similar to unknown [Gymnadenia conopsea] 
(GB:ABD66519.1); similar to Os01g0914800 [Oryza sativa (japonica 
cultivar-group)] (GB:NP_001045183.1); contains InterPro domain 
Protein of unknown function DUF231, plant; (InterPro:IPR004253)  
 0633-94-(6-6-
06)_A05 
6.00E-
34 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT5G20900.1); similar to P0482D04.10 [Oryza sativa 
(japonica cultivar-group)] (GB:BAB89663.1); similar to 
Os04g0395800 [Oryza sativa (japonica cultivar-group)] 
(GB:NP_001052661.1); similar to Os10g0392400 [Oryza sativa 
(japonica cultivar-group)] (GB:NP_001064513.1); contai s InterPro 
domain ZIM; (InterPro:IPR010399)  
 0007for_D05' 
2.00E-
33  AAA-type ATPase family protein  
 0280-94(5-31-
06)_005 
2.00E-
33 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT1G70420.1); similar to Os01g0639600 [Oryza sativa 
(japonica cultivar-group)] (GB:NP_001043675.1); similar to Protein of 
unknown function DUF1645 [Medicago truncatula] 
(GB:ABE93113.1); contains InterPro domain Protein of unknown 
function DUF1645; (InterPro:IPR012442)  
 Contig_82 
2.00E-
33  VIM1 (VARIANT IN METHYLATION 1); DNA binding  
 Contig_26 
8.00E-
33 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT3G02430.1); similar to hypothetical protein [Oryza sativa 
(japonica cultivar-group)] (GB:BAD08943.1); contains InterPro 
domain Protein of unknown function DUF679; (InterPro:IPR007770)  
 0124-94-D02(5-9-
06) 
3.00E-
32 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT5G41980.1); similar to Os06g0226000 [Oryza sativa 
(japonica cultivar-group)] (GB:NP_001057201.1); similar to 
Transposase, IS4 [Medicago truncatula] (GB:ABE82048.1); contains 
domain FAMILY NOT NAMED (PTHR22930)  
 0588-94-(6-8-
06)_C10 
6.00E-
32  nodulin MtN21 family protein  
 1083-94-(6-2-
06)_A11 
4.00E-
31  AP2 domain-containing transcription factor, putative  
 0261-94(5-31-
06)_016 
5.00E-
31  UBC11 (ubiquitin-conjugating enzyme 11); ubiquitin-protein ligase  
 0777-94-(6-7-
06)_B10 
8.00E-
31 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT4G32330.1); similar to putative BRI1-KD interacting 
protein [Oryza sativa (japonica cultivar-group)] (GB:BAD15848.1); 
similar to Os02g0200800 [Oryza sativa (japonica cultivar-group)] 
(GB:NP_001046221.1); similar to Os11g0571900 [Oryza sativa 
(japonica cultivar-group)] (GB:NP_001068122.1); contai s InterPro 
domain Targeting for Xklp2; (InterPro:IPR009675)  
 0800-94-(6-7-
06)_G12 
2.00E-
30 
 ANAC053 (Arabidopsis NAC domain containing protein 53); 
transcription factor  
 Contig_57 
3.00E-
30  RNA recognition motif (RRM)-containing protein  
 0693-94-(6-6-
06)_E12 
5.00E-
30 
 GLA1 (GLOBULAR ARREST1); tetrahydrofolylpolyglutamate 
synthase  
 0930-94-(6-16-
06)_F11 
2.00E-
29  transporter  
 0795-94-(6-7- 3.00E-  SCL1 (SCARECROW-LIKE 1); transcription factor  
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06)_C12 29 
 0902-94-(6-14-
06)_E10 
3.00E-
29  IAA29 (indoleacetic acid-induced protein 29); transcription factor  
 Contig_189 
3.00E-
29  senescence-associated protein-related  
 0756-94-(6-7-
06)_H07 
4.00E-
29  D111/G-patch domain-containing protein  
 1101-94-(6-9-
06)_A07 
1.00E-
28  HDA15 (histone deacetylase 15); histone deacetylase  
 0635-94-(6-6-
06)_C05 
4.00E-
28  zinc finger (C3HC4-type RING finger) family protein  
 0526-94-(6-8-
06)_B04 
6.00E-
28  zinc finger protein-related  
 0071_F06(For4-28-
06) 
8.00E-
28  MBD8 (methyl-CpG-binding domain 8)  
 0511-94-(6-8-
06)_C02 
1.00E-
27  protein binding / zinc ion binding  
 1145-94-(6-9-
06Truncated)_E12 
1.00E-
27  TTN8 (TITAN8); ATP  binding  
 0199-94(5-31-
06)_008 
2.00E-
27 
 formin homology 2 domain-containing protein / FH2 domain-
containing protein  
 0753-94-(6-7-
06)_E07 
2.00E-
27  kinesin light chain-related  
 0645-94-(6-6-
06)_E06 
4.00E-
27  VQ motif-containing protein  
 Contig_53 
4.00E-
27 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT1G26110.1); similar to hypothetical protein [Glycine max] 
(GB:BAB41197.1); contains domain gb def: Arabidopsis thaliana 
genomic DNA, chromosome 5, TAC clone:K9E15 (Hypothetical pr 
(PTHR13586:SF4); contains domain UNCHARACTERIZED 
(PTHR13586)  
 0904-94-(6-14-
06)_G10 
5.00E-
27  no apical meristem (NAM) family protein  
 0149-94-E05(5-9-
06) 
2.00E-
26  C2 domain-containing protein  
 0885-94-(6-5-
06)_E11 
2.00E-
26 
 similar to CIL [Arabidopsis thaliana] (TAIR:AT4G25990.1); similar 
to CCT [Medicago truncatula] (GB:ABE93500.1); contai s InterPro 
domain CCT; (InterPro:IPR010402)  
 0931-94-(6-16-
06)_G11 
3.00E-
26 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT3G25870.1); similar to Os01g0131300 [Oryza sativa 
(japonica cultivar-group)] (GB:NP_001041925.1)  
 1014-94-(6-2-
06)_E02 
3.00E-
26 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT5G25170.1); similar to expressed protein [Oryza sativa 
(japonica cultivar-group)] (GB:ABB47783.1); similar to unknown 
protein [Oryza sativa] (GB:AAG16855.1); similar to Os02g0814000 
[Oryza sativa (japonica cultivar-group)] (GB:NP_00148488.1); 
contains InterPro domain Protein of unknown function DUF862, 
eukaryotic; (InterPro:IPR008580)  
 0127-94(5-31-
06)_007 
4.00E-
26 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT2G17300.1); similar to Os02g0715300 [Oryza sativa 
(japonica cultivar-group)] (GB:NP_001047925.1); similar to 
Os08g0511400 [Oryza sativa (japonica cultivar-group)] 
(GB:NP_001062213.1); contains domain N-terminal domain of cbl (N-
cbl) (SSF47668)  
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 0380-94-(6-12-
06)_G09 
5.00E-
26  unknown protein  
 0379-94-(6-12-
06)_F09 
8.00E-
26  translocon-associated protein alpha (TRAP alpha) family protein  
 0013-94_011(5-31-
06) 
4.00E-
25  protein phosphatase 2C, putative / PP2C, putative  
 0818-94-(6-5-
06)_B03 
4.00E-
25 
 similar to Os03g0747100 [Oryza sativa (japonica cultivar-group)] 
(GB:NP_001051255.1)  
 0872-94-(6-5-
06)_H09 
6.00E-
25  OST1 (OPEN STOMATA 1); kinase/ protein kinase  
 0630-94-(6-6-
06)_F04 
7.00E-
25 
 ATSC35 (Arabidopsis thaliana arginine/serine-rich splicing factor 35, 
35 kDa protein); RNA binding  
 1032-94-(6-2-
06)_G04 
7.00E-
25 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT2G10440.1); similar to Globin-like [Medicago truncatula] 
(GB:ABE79971.1); similar to Os08g0564800 [Oryza sativa (japonica 
cultivar-group)] (GB:NP_001062533.1); similar to CTV.22 [Poncirus 
trifoliata] (GB:AAN62354.1); contains domain no description 
(G3D.1.10.246.20); contains domain Kix domain of CBP (creb binding 
protein) (SSF47040)  
 Contig_43 
7.00E-
25 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT1G01240.3); similar to Os09g0363500 [Oryza sativa 
(japonica cultivar-group)] (GB:NP_001062992.1); similar to 
Os08g0400300 [Oryza sativa (japonica cultivar-group)] 
(GB:NP_001061754.1); similar to hypothetical protein 
MtrDRAFT_AC145165g14v1 [Medicago truncatula] 
(GB:ABE91800.1)  
 0254-94-(6-16-
06)_B10 
9.00E-
25  3-phosphoinositide-dependent protein kinase-1, putative  
 0936-94-(6-16-
06)_D12 
1.00E-
24 
 PRR7 (PSEUDO-RESPONSE REGULATOR  7); transcription 
regulator  
 Contig_156 
3.00E-
24 
 similar to Os03g0110300 [Oryza sativa (japonica cultivar-group)] 
(GB:NP_001048714.1); similar to Unknown protein [Oryza sativa 
(japonica cultivar-group)] (GB:AAN61478.1)  
 0891-94-(6-5-
06)_C12 
4.00E-
24  ankyrin repeat family protein  
 0750-94-(6-7-
06)_B07 
7.00E-
24 
 HSF1 (ARABIDOPSIS HEAT SHOCK FACTOR 1); DNA binding / 
transcription factor  
 0175-94-H03(5-10-
06) 
8.00E-
24  zinc finger (CCCH-type) family protein  
 0271-94(5-31-
06)_004 
4.00E-
23  AAA-type ATPase family protein  
 0644-94-(6-6-
06)_D06 
6.00E-
23 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT3G13420.1); similar to hypothetical protein 
MtrDRAFT_AC146567g1v1 [Medicago truncatula] 
(GB:ABE90925.1)  
 0619-94-(6-6-
06)_C03 
4.00E-
22  BPC2 (BASIC PENTACYSTEINE 2)  
 Contig_162 
1.00E-
21 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT2G26240.1); similar to Os04g0653100 [Oryza sativa 
(japonica cultivar-group)] (GB:NP_001054104.1); similar to 
transmembrane protein 14C [Argas monolakensis] (GB:ABI52790.1); 
similar to Os03g0568500 [Oryza sativa (japonica cultivar-group)] 
(GB:NP_001050510.1); contains InterPro domain Protein of unknown 
function UPF0136, Transmembrane; (InterPro:IPR005349)  
 0664-94-(6-6- 2.00E-  zinc finger (C3HC4-type RING finger) family protein  
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06)_H08 21 
 1167-94-(6-15-
06)_F05 
3.00E-
21 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT5G55210.1); similar to conserved hypothetical protein 
[Medicago truncatula] (GB:ABD28485.1)  
 Contig_117 
4.00E-
21 
 similar to cation exchanger, putative (CAX10) [Arabidopsis thaliana] 
(TAIR:AT1G54110.1); similar to Os09g0272500 [Oryza sativa 
(japonica cultivar-group)] (GB:NP_001062740.1); similar to 
Os08g0533700 [Oryza sativa (japonica cultivar-group)] 
(GB:NP_001062347.1); similar to cation exchanger-like protein 
[Oryza sativa (japonica cultivar-group)] (GB:BAD13159.1); contains 
domain no description (G3D.1.20.5.110)  
 0010-93-G12(4-21-
06) 
6.00E-
21  arginine biosynthesis protein ArgJ family  
 0518-94-(6-8-
06)_B03 
1.00E-
20 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT5G04690.1); similar to unknown protein [Arabidopsis 
thaliana] (TAIR:AT5G04680.1); similar to Ankyrin [Medicago 
truncatula] (GB:ABE89653.1); contains InterPro domain Ankyrin; 
(InterPro:IPR002110)  
 1147-94-(6-9-
06Truncated)_G12 
1.00E-
20  SET domain-containing protein (ASHH1)  
 1180-94-(6-15-
06)_G06 
1.00E-
20 
 ATERF-9/ATERF9/ERF9 (ERF domain protein 9); DNA binding / 
transcription factor/ transcriptional repressor  
 1110-94-(6-9-
06)_B08 
6.00E-
20  F-box family protein  
 Contig_113 
7.00E-
20 
 ATERF3/ERF3 (ETHYLENE RESPONSIVE ELEMENT BINDING 
FACTOR 3); DNA binding / protein binding / transcription factor/ 
transcriptional repressor  
 0244-94-E12(5-10-
06) 
9.00E-
20  ATUPF3/UPF3; nucleotide binding  
 0045-94-D03(4-28-
06) 
2.00E-
19 
 similar to cupin family protein [Arabidopsis thalina] 
(TAIR:AT2G18540.1); similar to Os06g0352900 [Oryza sativa 
(japonica cultivar-group)] (GB:NP_001057589.1); similar to 
PREDICTED: hypothetical protein, partial [Strongylocentrotus 
purpuratus] (GB:XP_001185087.1)  
 0627-94-(6-6-
06)_C04 
2.00E-
19  F-box family protein  
 0714-94-(6-7-
06)_F02 
2.00E-
19  GASA4 (GAST1 PROTEIN HOMOLOG 4)  
 1071-94-(6-2-
06)_E09 
4.00E-
19  zinc finger protein-related  
 1148-94-(6-9-
06)_H12 
7.00E-
19  CID3 (CTC-Interacting Domain 3)  
 0617-94-(6-6-
06)_A03 
8.00E-
19  F-box family protein  
 0134-94-F03(5-9-
06) 
1.00E-
18  reticulon family protein  
 0054-94-E04(4-28-
06) 
6.00E-
18 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT3G28770.1); similar to unnamed protein product; 
gene_id:K19B1.16 unknown protein-related [Medicago truncatula] 
(GB:ABE84483.1)  
 1120-94-(6-9-
06)_D09 
8.00E-
18  TRFL7 (TRF-LIKE 7); DNA binding / transcription factor  
 1063-94-(6-2-
06)_E08 
9.00E-
18  YDA (YODA); kinase  
407 
 
 
 0628-94-(6-6-
06)_D04 
3.00E-
17  proteophosphoglycan-related  
 0676-94-(6-6-
06)_D10 
1.00E-
16 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT5G17510.1); similar to expressed protein [Oryza sativa 
(japonica cultivar-group)] (GB:ABG22017.1)  
 1166-94-(6-15-
06)_E05 
4.00E-
16  disease resistance protein (NBS-LRR class),  putative  
 1092-94-(6-2-
06)_B12 
5.00E-
16  COI1 (CORONATINE INSENSITIVE 1); ubiquitin-protein ligase  
 0735-94-(6-7-
06)_C05 
7.00E-
16 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT2G17540.1); similar to Os06g0728500 [Oryza sativa 
(japonica cultivar-group)] (GB:NP_001058643.1)  
 0695-94-(6-6-
06)_G12 
1.00E-
15  pseudouridine synthase family protein  
 0085-94-D08(4-28-
06) 
2.00E-
15  senescence/dehydration-associated protein-related  
 0836-94-(6-5-
06)_D05 
2.00E-
15 
 ATBAG5 (ARABIDOPSIS THALIANA BCL-2-ASSOCIATED 
ATHANOGENE 5); protein binding  
 0381-94-(6-12-
06)_H09 
5.00E-
15  hydroxyproline-rich glycoprotein family protein  
 0945-94-(6-15-
06)_H03 
5.00E-
15  transmembrane protein, putative  
 0668-94-(6-6-
06)_D09 
3.00E-
14 
 similar to unknown protein [Arabidopsis  thaliana] 
(TAIR:AT5G56210.1); similar to OSJNBa0084A10.5  [Oryza sativa 
(japonica cultivar-group)] (GB:CAE03030.1);  similar to dentin 
sialophosphoprotein preproprotein [Homo  sapiens] 
(GB:NP_055023.2); contains domain no description  
(G3D.4.10.900.10)  
 0737-94-(6-7-
06)_E05 
3.00E-
14  nodulin MtN21 family protein  
 0016-94_002(5-31-
06) 
7.00E-
14  hydroxyproline-rich glycoprotein family protein  
 Contig_163 
1.00E-
13 
 similar to Os03g0412200 [Oryza sativa (japonica cultivar-group)] 
(GB:NP_001050353.1); similar to expressed protein [Oryza sativa 
(japonica cultivar-group)] (GB:AAO37502.2); similar to 
Os03g0595200 [Oryza sativa (japonica cultivar-group)] 
(GB:NP_001050595.1)  
 0226-94-C10(5-10-
06) 
3.00E-
13  DNA-binding family protein  
 0024-94(5-31-
06)_001 
6.00E-
13  VHS domain-containing protein / GAT domain-contai ing protein  
 0365-94-(6-12-
06)_B08 
7.00E-
13  UBC13 (ubiquitin-conjugating enzyme 13); ubiquitin-protein ligase  
 0019-94_008(5-31-
06) 
8.00E-
13  disease resistance protein (TIR-NBS class), putative  
 1115-94-(6-9-
06)_G08 
3.00E-
12  histone H1.2  
 0728-94-(6-7-
06)_D04 
7.00E-
12 
 PHR1 (PHOSPHATE STARVATION RESPONSE 1); transcription 
factor  
 0580-94-(6-8-
06)_D09 
1.00E-
11 
 SWAP (Suppressor-of-White-APricot)/surp domain-containing 
protein  
 0822-94-(6-5-
06)_F03 
1.00E-
11 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT4G10080.1); similar to unknown protein [Oryza sativa 
(japonica cultivar-group)] (GB:BAD82228.1)  
 0016-93-A12(4-21- 2.00E-  hydroxyproline-rich glycopr tein family protein  
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06) 11 
 0139-94-C04(5-9-
06) 
2.00E-
11  F-box family protein  
 0721-94-(6-7-
06)_E03 
2.00E-
11  AR791; actin binding  
 Contig_119 
2.00E-
11 
 WAVE1 (WASP  (Wiskott-Aldrich syndrome protein)-family 
verprolin  homologous protein 1)  
 0286-94(5-31-
06)_002 
4.00E-
11  RNase H domain-containing protein  
 0235-94-D11(5-10-
06) 
5.00E-
11  amidase family protein  
 0826-94-(6-5-
06)_B04 
9.00E-
10  nucleic acid binding / nucleotide binding /  zinc on binding  
 1084-94-(6-2-
06)_B11 
1.00E-
09  PEL1 (PELOTA); translation release factor  
 0195-94-D06(5-10-
06) 
2.00E-
09 
 zinc finger (C3HC4-type RING finger) family protein / ankyrin repeat 
family protein  
 1146-94-(6-9-
06)_F12 
2.00E-
09  armadillo/beta-catenin repeat family           protein  
 Contig_28 
2.00E-
09 
 TOPII (TOPOISOMERASE II); ATP  binding / DNA binding / DNA 
topoisomerase  (ATP-hydrolyzing)  
 Contig_184 
3.00E-
09  octicosapeptide/Phox/Bem1p (PB1) domain-containing protein  
 0433-94-(6-27-
06)_D06 
5.00E-
09 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT1G31300.2); similar to unknown protein [Oryza sativa 
(japonica cultivar-group)] (GB:BAD53332.1); similar to 
Os05g0511000 [Oryza sativa (japonica cultivar-group)] 
(GB:NP_001056013.1); similar to Os03g0666700 [Oryza sativa 
(japonica cultivar-group)] (GB:NP_001050848.1); contai s InterPro 
domain TRAM, LAG1 and CLN8 homology; (InterPro:IPR006634); 
contains InterPro domain Protein of unknown function DUF887, TLC-
like; (InterPro:IPR010283)  
 0594-94-(6-8-
06)_A11 
1.00E-
08  EMB2654 (EMBRYO DEFECTIVE 2654); binding  
 Contig_50 
1.00E-
08 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT5G06980.1); similar to ACI112 [Lycopersicon esculentum] 
(GB:AAY97870.1)  
 Contig_4 
5.00E-
08  F-box family protein  
 0262-94(5-31-
06)_001 
6.00E-
08  PHD finger family protein  
 Contig_164 
1.00E-
07  3'-5' exonuclease domain-containing protein  
 Contig_30 
1.00E-
07 
 NFD1 (NUCLEAR FUSION DEFECTIVE 1); structural constituent 
of ribosome  
 0571-94-(6-8-
06)_F08 
2.00E-
07  NPSN11 (NOVEL PLANT SNARE 11); protein transporter  
 Contig_80 
6.00E-
07 
 UBP25 (UBIQUITIN-SPECIFIC PROTEASE 25); ubiquitin-specific 
protease  
 Contig_177 
9.00E-
07 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT2G33850.1); similar to arabinogalactan-protein; AGP [Pyrus 
communis] (GB:AAB35283.1)  
 0592-94-(6-8-
06)_G10 
2.00E-
06  DNA binding / ligand-dependent nuclear receptor  
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 0849-94-(6-5-
06)_A07 
2.00E-
06  zinc finger (GATA type) family protein  
 0916-94-(6-14-
06)_C12 
3.00E-
06 
 similar to unnamed protein product [Ostreococcus ta ri] 
(GB:CAL54919.1); similar to Os05g0148300 [Oryza sativa (japonica 
cultivar-group)] (GB:NP_001054647.1); contains InterPro domain 
Ribosomal protein S27, mitochondrial; (InterPro:IPR013219)  
 1124-94-(6-9-
06)_H09 
9.00E-
06  protein kinase, putative  
 0225-94-B10(5-10-
06) e-100  SAR1 (SYNAPTOBREVIN-RELATED PROTEIN 1)  
 0233-94-B11(5-10-
06) e-100 
 SERK1 (SOMATIC EMBRYOGENESIS RECEPTOR-LIKE 
KINASE 1); kinase  
 0363-94-(6-12-
06)_H07 e-100  VCS (VARICOSE); nucleotide binding  
 0394-94-(6-8-
06)_C12 e-100 
 ATARFA1E (ADP-ribosylation factor A1E); GTP binding / 
phospholipase activator/ protein binding  
 0626-94-(6-6-
06)_B04 e-100  exostosin family protein  
 0660-94-(6-6-
06)_D08 e-100  pfkB-type carbohydrate kinase family protein  
 Contig_85 e-100  band 7 family protein  
 0137-94-A04(5-9-
06) e-101  LPAT4; acyltransferase  
 0250-94(5-31-
06)_009 e-101 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT1G34220.2); similar to unknown protein [Oryza sativa 
(japonica cultivar-group)] (GB:BAD46466.1); similar to 
Os09g0547200 [Oryza sativa (japonica cultivar-group)] 
(GB:NP_001063848.1); contains InterPro domain Protein of unknown 
function DUF292, eukaryotic; (InterPro:IPR005061)  
 0465-94-(6-16-
06)_G05 e-101 
 NADH-ubiquinone oxidoreductase 23 kDa subunit, mitochondrial 
(TYKY)  
 0519-94-(6-8-
06)_C03 e-101  F-box family protein (FBL3)  
 0605-94-(6-6-
06)_E01 e-101  palmitoyl protein thioesterase family protein  
 0724-94-(6-7-
06)_H03 e-101  indigoidine synthase A family protein  
 0733-94-(6-7-
06)_A05 e-101  (1-4)-beta-mannan endohydrolase, putative  
 1042-94-(6-15-
06)_E12 e-101  FUS6 (FUSCA 6)  
 1078-94-(6-2-
06)_D10 e-101  protein kinase  
 1135-94-(6-9-
06)_C11 e-101  PBD1 (PROTEASOME SUBUNIT PRGB); peptidase  
 Contig_152 e-101  microtubule motor  
 Contig_52 e-101 
 similar to unknown protein [Arabidopsis  thaliana] 
(TAIR:AT5G01100.1); similar to unknown protein  [Arabidopsis 
thaliana] (TAIR:AT3G54100.1); similar to  Os05g0451900 [Oryza 
sativa (japonica cultivar-group)]  (GB:NP_001055708.1); similar to 
putative axi 1 [Oryza  sativa (japonica cultivar-group)] 
(GB:BAD82651.1);  contains InterPro domain Protein of unknown 
function  DUF246, plant; (InterPro:IPR004348)  
 Contig_55 e-101  GAMMA CAL2 (GAMMA CARBONIC ANHYDRASE-LIKE 2); 
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acyltransferase  
 Contig_7 e-101  EIF2 BETA (EMBRYO DEFECTIVE 1401)  
 Contig_74 e-101  CCR4-NOT transcription complex protein, putative  
 0110-94-E11(4-28-
06) e-102  mannose 6-phosphate reductase (NADPH-depen nt), putative  
 0200-94-A07(5-10-
06) e-102  chaperone protein dnaJ-related  
 0507-94-(6-8-
06)_G01 e-102  binding  
 0534-94-(6-8-
06)_B05 e-102 
 similar to Rho-GTPase-activating protein-related [Arabidopsis 
thaliana] (TAIR:AT4G35750.1); similar to Cellular retinaldehyde-
binding/triple function, C-terminal [Medicago truncatula] 
(GB:ABD28324.1); contains InterPro domain Cellular retinaldehyde-
binding/triple function, C-terminal; (InterPro:IPR001251)  
 0774-94-(6-7-
06)_H09 e-102  heterogeneous nuclear ribonucleoprotein, putative / hnRNP, putative  
 0910-94-(6-14-
06)_E11 e-102 
 similar to Unknown (protein for IMAGE:6863324) [Xenopus laevis] 
(GB:AAH84304.1); similar to Unknown (protein for 
IMAGE:8320811) [Xenopus laevis] (GB:AAI24845.1); similar to 
Os11g0264600 [Oryza sativa (japonica cultivar-group)] 
(GB:NP_001067654.1)  
 0918-94-(6-14-
06)_E12 e-102  VHS domain-containing protein / GAT domain-containing protein  
 Contig_66 e-102  beta-adaptin, putative  
 Contig_8 e-102 
 CA2 (BETA CARBONIC ANHYDRASE 2); carbonate dehydratase/ 
zinc ion binding  
 0115-94-B12(4-28-
06) e-103 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT3G22850.1); similar to aluminum-induced protein-like 
protein [Thellun (GB:AAM19711.1); contains domain no description 
(G3D.3.60.20.10); contains domain N-terminal nucleophile 
aminohydrolases (Ntn hydrolases) (SSF56235)  
 0385-94-(6-12-
06)_B10 e-103 
 similar to BPS1 (BYPASS 1) [Arabidopsis thaliana] 
(TAIR:AT1G01550.2); similar to unknown [Solanum tuberosum] 
(GB:ABB16971.1); contains InterPro domain Glutathione S-
transferase, C-terminal-like; (InterPro:IPR010987)  
 0463-94-(6-16-
06)_E05 e-103 
 ATMLO1/MLO1 (MILDEW RESISTANCE LOCUS O 1); 
calmodulin binding  
 0613-94-(6-6-
06)_E02 e-103  AXS1 (UDP-D-APIOSE/UDP-D-XYLOSE SYNTHASE 1)  
 0652-94-(6-6-
06)_D07 e-103  CLPP3 (Clp protease proteolytic subunit 3); endopeptidase Clp  
 0911-94-(6-14-
06)_F11 e-103 
 AtRABD2b/AtRab1A (Arabidopsis Rab GTPase homolog D2b); GTP 
binding  
 Contig_197 e-103  BMY3 (beta-amylase 3); beta-amylse  
 Contig_60 e-103 
 CYP707A1 (cytochrome P450, family 707, subfamily A, polypeptide 
1); oxygen binding  
 0060-94-C05(4-28-
06) e-104  ATG2 (G2p-related protein); metalloexopeptidase  
 0209-94-B08(5-10-
06) e-104  importin beta-2 subunit family protein  
 0245-94-F12(5-10-
06) e-104  HSA32 (HEAT-STRESS-ASSOCIATED 32)  
 0362-94-(6-12- e-104  transcription-coupled DNA repair  protein-related  
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06)_G07 
 0523-94-(6-8-
06)_G03 e-104  peroxidase 64 (PER64) (P64) (PRXR4)  
 0744-94-(6-7-
06)_D06 e-104  thiF family protein  
 Contig_160 e-104  MVD1 (mevalonate diphosphate decarboxylase 1)  
 0766-94-(6-7-
06)_A09 e-105 
 GRF9 (General regulatory factor 9); protein phosphrylated amino 
acid binding  
 0919-94-(6-14-
06)_F12 e-105 
 ATFATA (ARABIDOPSIS FATA ACYL-ACP THIOESTERASE); 
acyl carrier/ acyl-ACP thioesterase  
 1072-94-(6-2-
06)_F09 e-105  CLIP-associating protein (CLASP) -related  
 1159-94-(6-15-
06)_A05 e-105  zinc finger (C2H2 type) protein (WIP2)  
 Contig_144 e-105  DNAJ heat shock N-terminal domain-containing protein  
 Contig_149 e-105  2-cys peroxiredoxin, chloroplast, pu ative  
 Contig_29 e-105 
 CARA (CARBAMOYL PHOSPHATE SYNTHETASE A); 
carbamoyl-phosphate synthase (glutamine-hydrolyzing)  
 Contig_41 e-105 
 thaumatin-like protein, putative / pathogenesis-related protein, 
putative  
 006-94-E05(4-28-
06) e-106 
 SHM2 (SERINE HYDROXYMETHYLTRANSFERASE 2); glycine 
hydroxymethyltransferase  
 0172-94-E03(5-10-
06) e-106 
 ATISA2/BE2/DBE1/ISA2  (DEBRANCHING ENZYME 1); 1,4-
alpha-glucan branching  enzyme/ alpha-amylase/ isoamylase  
 0238-94-G11(5-10-
06) e-106 
 acetylornithine aminotransferase, mitochondrial, putative / 
acetylornithine transaminase, putative / AOTA, putative / ACOAT, 
putative  
 0249-94(5-31-
06)_007 e-106 
 ECR1 (E1 C-TERMINAL RELATED 1); small protein activating 
enzyme  
 0283-94(5-31-
06)_011 e-106  porin, putative  
 0445-94-(6-16-
06)_D03 e-106 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT1G78150.2); similar to TPA: TPA_inf: HN1-like protein 
isoform 1 [Oryza sativa (japonica cultivar-group)] (GB:DAA01822.1); 
similar to Os04g0455600 [Oryza sativa (japonica cultivar-group)] 
(GB:NP_001052962.1); similar to Os02g0574600 [Oryza sativa 
(japonica cultivar-group)] (GB:NP_001047207.1)  
 0539-94-(6-8-
06)_G05 e-106  glucose-6-phosphate/phosphate translocator-related  
 0548-94-(6-8-
06)_H06 e-106  glycosyl hydrolase family 17 protein  
 0762-94-(6-7-
06)_F08 e-106  NADP-dependent oxidoreductase, putative  
 0871-94-(6-14-
06)_G06 e-106  ATEXPA1 (ARABIDOPSIS THALIANA EXPANSIN A1)  
 0944-94-(6-15-
06)_G03 e-106 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT2G31110.2); similar to unknown [Pisum sativum] 
(GB:ABA29158.1); contains InterPro domain Protein of unknown 
function DUF231, plant; (InterPro:IPR004253)  
 1032-94-(6-16-
06)_D06 e-106  PAF1 (proteasome alpha subunit F1); peptidase  
 0163-94-C07(5-5-
06) e-107 
 6-phosphogluconate dehydrogenase NAD-binding domain-containing 
protein  
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 0378-94-(6-12-
06)_E09 e-107 
 cholinephosphate cytidylyltransferase, putative / phosphorylcholine 
transferase, putative / CTP:phosphocholine cytidylyltransferase, 
putative  
 0459-94-(6-16-
06)_A05 e-107  transducin family protein / WD-40 repeat family protein  
 0747-94-(6-7-
06)_G06 e-107 
 similar to Hypothetical protein [Oryza  sativa (japonica cultivar-
group)] (GB:AAN52749.1);  contains InterPro domain Conserved 
oligomeric complex  COG6; (InterPro:IPR010490)  
 1039-94-(6-2-
06)_F05 e-107  APX3 (ASCORBATE PEROXIDASE 3); L-ascorbate peroxidase  
 Contig_108 e-107  thaumatin-like protein, putative  
 Contig_78 e-107 
 ATCTIMC (CYTOSOLIC TRIOSE PHOSPHATE ISOMERASE); 
triose-phosphate isomerase  
 0097-94-H09(4-28-
06) e-108  cinnamyl-alcohol dehydrogenase, putative  
 0707-94-(6-7-
06)_G01 e-108 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT1G18180.1); similar to B0616E02-H0507E05.2 [Oryza 
sativa (indica cultivar-group)] (GB:CAH67826.1); contains InterPro 
domain Protein of unknown function DUF1295; (InterPro:IPR010721); 
contains InterPro domain 3-oxo-5-alpha-steroid 4-dehy rogenase, C-
terminal; (InterPro:IPR001104)  
 0716-94-(6-14-
06)_H04 e-108  guanine nucleotide exchange family protein   
 0801-94-(6-5-
06)_A01 e-108  dehydration-responsive protein-related  
 1002-94-(6-2-
06)_B01 e-108 
 ATGOLS2 (ARABIDOPSIS THALIANA GALACTINOL 
SYNTHASE 2); transferase, transferring glycosyl groups / transferase, 
transferring hexosyl groups  
 1118-94-(6-9-
06)_B09 e-108  TPR3 (TOPLESS-RELATED 3)  
 1139-94-(6-9-
06)_G11 e-108  BFN1 (BIFUNCTIONAL NUCLEASE I); nucleic acid binding  
 0350-94-(6-9-
06)_G04 e-109 
 RD19 (RESPONSIVE TO DEHYDRATION 19); cysteine-type 
peptidase  
 Contig_101 e-109  SH3 domain-containing protein 3 (SH3P3)  
 Contig_138 e-109  DELTA-TIP (delta tonoplast integral protein); water channel  
 Contig_14 e-109 
 HPT1  (HOMOGENTISATE PHYTYLTRANSFERASE 1); 
prenyltransferase  
 Contig_75 e-109  tRNA synthetase class II (G, H, P and S) family protein  
 0133-94-E03(5-9-
06) e-110 
 AVP2 (ARABIDOPSIS VACUOLAR  H+-PYROPHOSPHATASE 
2)  
 0815-94-(6-14-
06)_E05 e-110  band 7 family protein  
 0844-94-(6-5-
06)_D06 e-110  dihydrodipicolinate reductase family protein  
 Contig_106 e-110  ACX4 (ACYL-COA OXIDASE 4); oxidoreductase  
 0566-94-(6-8-
06)_A08 e-111  ketose-bisphosphate aldolase class-II  family protein  
 0616-94-(6-6-
06)_H02 e-111  TET6 (TETRASPANIN6)  
 0671-94-(6-6-
06)_G09 e-111  40S ribosomal protein S2 (RPS2D)  
 Contig_135 e-111  malate dehydrogenase, cytosolic, putative  
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 Contig_167 e-111 
 LHCB2.1 (Photosystem II light harvesting complex gene 2.1); 
chlorophyll binding  
 Contig_96 e-111  endomembrane protein 70, putative  
 0390-94-(6-8-
06)_G11 e-112  oxidoreductase, 2OG-Fe(II) oxygenase f mily protein  
 0528-94-(6-8-
06)_D04 e-112  TRN1 (LOPPED 1, TORNADO 1)  
 0532-94-(6-8-
06)_H04 e-112 
 ATATP-PRT2 (ATP PHOSPHORIBOSYL TRANSFERASE 2); ATP 
phosphoribosyltransferase  
 1005-94-(6-2-
06)_E01 e-112 
 RDR1 (RNA-DEPENDENT RNA  POLYMERASE 1); RNA-directed 
RNA polymerase/ nucleic acid  binding  
 1007-94-(6-2-
06)_G01 e-112  proton-dependent oligopeptide transport  (POT) family protein  
 1010-94-(6-2-
06)_B02 e-112  pentatricopeptide (PPR) repeat-containi g  protein  
 1031-94-(6-2-
06)_F04 e-112  NADP-dependent oxidoreductase, putative  
 1090-94-(6-2-
06)_H11 e-112  importin beta-2 subunit family protein  
 1123-94-(6-9-
06)_G09 e-112  aspartyl aminopeptidase, putative  
 1151-94-(6-15-
06)_C04 e-112  F-actin capping protein beta subunit family protein  
 Contig_196 e-112  SKS5 (SKU5 Similar 5); copper ion  binding / oxidoreductase  
 Contig_76 e-112  proteasome family protein  
 0323-94-(6-9-
06)_C02 e-113 
 GPT2 (glucose-6-phosphate/phosphate translocator 2); antiporter/ 
glucose-6-phosphate transporter  
 0332-94-(6-9-
06)_A03 e-113 
 ANNAT1 (ANNEXIN ARABIDOPSIS 1); calcium ion binding / 
calcium-dependent phospholipid binding  
 0538-94-(6-8-
06)_F05 e-113  EOL1 (ETO1-LIKE 1); binding  
 0587-94-(6-8-
06)_B10 e-113 
 UREG (urease accessory protein G); metal ion binding / nucleotide 
binding  
 0611-94-(6-6-
06)_C02 e-113 
 ATCYSD1 (Arabidopsis thaliana cysteine synthase D1); cysteine 
synthase  
 0793-94-(6-14-
06)_C05 e-113  peroxidase 72 (PER72) (P72) (PRXR8)  
 1009-94-(6-2-
06)_A02 e-113  amino acid transporter family protein  
 Contig_159 e-113  aspartyl protease family protein  
 Contig_39 e-113 
 formin homology 2 domain-containing protein  / FH2 domain-
containing protein  
 0678-94-(6-6-
06)_F10 e-114  FLA10 (fasciclin-like arabinogalactan-protein 10)  
 0745-94-(6-7-
06)_E06 e-114  5'-AMP-activated protein kinase beta-2 subunit, putative  
 0763-94-(6-7-
06)_G08 e-114  kinesin motor protein-related  
 0767-94-(6-7-
06)_B09 e-114 
 SHM7 (serine hydroxymethyltransferase 7); glycine 
hydroxymethyltransferase  
 1138-94-(6-9-
06)_F11 e-114  AFH1 (FORMIN HOMOLOGY 1);  actin bind g  
 Contig_139 e-114  ATGLX1 (GLYOXALASE I HOMOLOG); lactoylglutathione lyase  
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 0549-94-(6-12-
06)_F10 e-115 
 similar to conserved hypothetical protein [Medicago truncatula] 
(GB:ABE83163.1); contains domain SPHINGOMYELIN 
SYNTHETASE (PTHR21290)  
 0556-94-(6-12-
06)_H10 e-115  PAG1 (20S proteasome alpha subunit G1); peptidase  
 1187-94-(6-15-
06)_B07 e-115  protein kinase family protein  
 Contig_97 e-115  40S ribosomal protein S3A (RPS3aB)  
 0242-94-C12(5-10-
06) e-116  endomembrane protein 70, putative  
 0439-94-(6-16-
06)_G02 e-116  cyclase family protein  
 0851-94-(6-5-
06)_C07 e-116 
 ATARP7 (ACTIN-RELATED PROTEIN 7); structural constituent of 
cytoskeleton  
 Contig_136 e-116  ATTOC34/OEP34 (Translocase of chloroplast 34)  
 0074-94-A07(4-28-
06) e-117  PLDALPHA1 (PHOSPHOLIPASE D  ALPHA 1); phospholipase D  
 0427-94-(6-16-
06)_C01 e-117  MAP3KA (Mitogen-activated  protein kase kinase kinase 3); kinase  
 0449-94-(6-27-
06)_G06 e-117 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT5G42050.1); similar to hypothetical protein [Citrus x 
paradisi] (GB:CAA04664.1); contains domain KELCH-RELATED 
PROTEINS (PTHR23230); contains domain no description 
(SM00767); contains domain SUBFAMILY NOT NAMED 
(PTHR23230:SF15)  
 0701-94-(6-7-
06)_A01 e-117  HTH (HOTHEAD); aldehyde-lyase  
 1008-94-(6-2-
06)_H01 e-117  AMY2/ATAMY2 (ALPHA-AMYLASE-LIKE 2); alpha-amylase  
 1034-94-(6-14-
06)_F08 e-117  APM1 (Aberrant peroxisome  morphology 1)  
 1052-94-(6-2-
06)_C07 e-117  histidyl-tRNA synthetase, putative /  histidine--tRNA ligase, putative  
 1143-94-(6-9-
06)_C12 e-117  translocation protein-related  
 Contig_143 e-117 
 xyloglucan:xyloglucosyl transferase, putative / xyloglucan 
endotransglycosylase, putative / endo-xyloglucan trsferase, putative  
 0838-94-(6-5-
06)_F05 e-118 
 flavin-containing monooxygenase family protein / FMO family 
protein  
 1089-94-(6-2-
06)_G11 e-118  26S proteasome regulatory subunit, putative (RPN12)  
 Contig_112 e-118  GAMMA-TIP3/TIP1;3 (tonoplast intr sic protein 1;3); water channel  
 0672-94-(6-6-
06)_H09 e-119 
 VTC4; 3'(2'),5'-bisphosphate nucleotidase/ inositol or 
phosphatidylinositol phosphatase  
 0858-94-(6-5-
06)_B08 e-119  OPR3 (OPDA-REDUCTASE 3)  
 Contig_127 e-119  RAN3; GTP binding  
 Contig_140 e-119  endomembrane protein 70, putative  
 Contig_18 e-119  peroxidase, putative  
 Contig_183 e-119  ABC1 family protein  
 Contig_90 e-119 
 XTR6 (XYLOGLUCAN ENDOTRANSGLYCOSYLASE 6); 
hydrolase, acting on glycosyl bonds  
415 
 
 
 0298-94(5-31-
06)_009 e-120  XCP1 (XYLEM CYSTEINE PEPTIDASE 1); cysteine-type peptidase  
 0311-94(5-31-
06)_016 e-120  autophagy 3 (APG3)  
 0778-94-(6-7-
06)_C10 e-120 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT3G01690.1); similar to Esterase/lipase/thioesterase 
[Medicago truncatula] (GB:ABD32255.1); contains InterPro domain 
Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro 
domain Alpha/beta hydrolase fold-1; (InterPro:IPR000 73)  
 0813-94-(6-5-
06)_E02 e-120  lectin protein kinase, putative  
 1142-94-(6-9-
06)_B12 e-120  arginase  
 0148-94-D05(5-9-
06) e-121  MFP2 (MULTIFUNCTIONAL PROTEIN);  enoyl-CoA hydratase  
 0303-94(5-31-
06)_002 e-121 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT5G11420.1); similar to unknown [Ricinus communis] 
(GB:CAB02653.1); contains InterPro domain Galactose-binding like; 
(InterPro:IPR008979); contains InterPro domain Protein of unknown 
function DUF642; (InterPro:IPR006946)  
 0319-94-(6-9-
06)_G01 e-121  calmodulin binding  
 0377-94-(6-12-
06)_D09 e-121  protein phosphatase 2C, putative / PP2C, putative  
 0398-94-(6-8-
06)_F12 e-121  galactosyltransferase family protein  
 0665-94-(6-6-
06)_A09 e-121  GDSL-motif lipase/hydrolase family protein  
 0065-94-H05(4-28-
06) e-122  UXS4 (UDP-XYLOSE SYNTHASE 4); catalytic  
 0648-94(6-6-
06)_H06 e-122 
 PDX1 (PYRIDOXINE BIOSYNTHESIS 1.3); protein 
heterodimerization/ protein homodimerization  
 1046-94-(6-2-
06)_E06 e-122  ATJ3 (Arabidopsis thaliana DnaJ homol gue 3)  
 Contig_206 e-122  ATEXPA13 (ARABIDOPSIS THALIANA EXPANSIN A13)  
 0232-94-A11(5-10-
06) e-123  tetratricopeptide repeat (TPR)-containing protein  
 0547-94-(6-8-
06)_G06 e-123  aldose 1-epimerase family protein  
 0709-94-(6-7-
06)_A02 e-123  luminal binding protein 1 (BiP-1) (BP1)  
 0719-94-(6-7-
06)_C03 e-123  aspartyl protease family protein  
 0768-94-(6-7-
06)_C09 e-123 
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT1G10020.1); similar to putative stress-induced protein 
[Solanum commersonii] (GB:CAJ19269.1); contains InterPro domain 
Protein of unknown function DUF1005; (InterPro:IPR010410)  
 Contig_154 e-123  glycosyl hydrolase family 79 N-terminal  domain-containing protein  
 Contig_185 e-123  carbon-nitrogen hydrolase family protein  
 Contig_193 e-123  STM (SHOOT MERISTEMLESS); transcription factor  
 0247-94(5-31-
06)_003 e-124  ATCUL1 (CULLIN 1)  
 0464-94-(6-16-
06)_F05 e-124  protein kinase family protein  
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 Contig_128 e-124  GLX2-4 (GLYOXALASE 2-4); hydroxyacylglutathione hydrolase  
 Contig_174 e-124  ATCES1 (ATCES1); catalytic  
 0032-94-G01(4-28-
06) e-125  H+-transporting two-sector ATPase, putative  
 0259-94(5-31-
06)_012 e-125  merozoite surface protein-related  
 0346-94-(6-9-
06)_D04 e-125  glycosyl hydrolase family 20 protein  
 0468-94-(6-16-
06)_B06 e-125  ATGCN1 (Arabidopsis thaliana general  control non-repressible 1)  
 1141-94-(6-9-
06)_A12 e-125  galactosyltransferase family protein  
 Contig_65 e-125  regulator of chromosome condensation (RCC1) family protein  
 1163-94-(6-15-
06)_C05 e-127  UDP-glucose 6-dehydrogenase, putative  
 Contig_192 e-127  ATEXPA6 (ARABIDOPSIS THALIANA EXPANSIN A6)  
 Contig_36 e-127  lysyl-tRNA synthetase, putative / lysine--tRNA ligase, putative  
 0805-94-(6-5-
06)_E01 e-128  AFC1 (ARABIDOPSIS FUS3-COMPLEMENTING GENE 1); kinase  
 Contig_151 e-128  glycosyl hydrolase family 5 protein /  cellulase family protein  
 0612-94-(6-6-
06)_D02 e-129  signal recognition particle-related / SRP-related  
 0621-94-(6-6-
06)_E03 e-129 
 AtRPN1a/RPN1A (26S proteasome  regulatory subunit S2 1A); 
binding  
 0698-94-(6-12-
06)_G12 e-129  ACLA-3 (ATP-citrate lyase A-3)  
 0799-94-(6-7-
06)_F12 e-129  band 7 family protein  
 0839-94-(6-14-
06)_C06 e-129  ATCBR (NADH:CYTOCHROME B5 REDUCTASE 1) 
 1016-94-(6-2-
06)_G02 e-129 
 UBP1B (OLIGOURIDYLATE BINDING PROTEIN  1B); mRNA 3'-
UTR binding  
 Contig_12 e-129  caffeoyl-CoA 3-O-methyltransferas, putative  
 0020-94_010(5-31-
06) e-130  aspartyl protease family protein  
 0641-94-(6-6-
06)_A06 e-130  XF1; oxidoreductase  
 0884-94-(6-5-
06)_D11 e-130 
 similar to unknown protein [Arabidopsis  thaliana] 
(TAIR:AT1G64650.1); similar to unknown protein  [Arabidopsis 
thaliana] (TAIR:AT3G49310.1); similar to  expressed protein [Oryza 
sativa (japonica  cultivar-group)] (GB:ABF93637.1); similar to 
Os10g0519600  [Oryza sativa (japonica cultivar-group)]  
(GB:NP_001065080.1); similar to Major Facilitator  Superfamily 
protein, expressed [Oryza sativa (japonica  cultivar-group)] 
(GB:ABB47893.2); contains InterPro  domain Protein of unknown 
function DUF791;  (InterPro:IPR008509)  
 1088-94-(6-2-
06)_F11 e-130  nucleotide-binding family protein  
 Contig_103 e-131 
 PAT1 (PHYTOCHROME A SIGNAL TRANSDUCTION  1); 
transcription factor  
 Contig_145 e-131  40S ribosomal protein S4 (RPS4D)  
 0614-94-(6-6- e-132  EMB1507 (EMBRYO DEFECTIVE 1507);  ATP-dependent helicase  
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06)_F02 
 0624-94-(6-6-
06)_H03 e-132  endomembrane protein 70, putative  
 0743-94-(6-7-
06)_C06 e-132  leucine-rich repeat transmembrane prot in  kinase, putative  
 0797-94-(6-7-
06)_E12 e-132  AJH2 (COP9-signalosome 5B); protein binding  
 1174-94-(6-15-
06)_D06 e-132  3-dehydroquinate synthase, putative  
 Contig_109 e-132 
 kelch repeat-containing serine/threonine  phosphoesterase family 
protein  
 0568-94-(6-8-
06)_C08 e-133 
 STP1 (SUGAR TRANSPORTER 1);  carbohydrate transporter/ sugar 
porter  
 0898-94-(6-14-
06)_H07 e-133  COB (COBRA)  
 1081-94-(6-2-
06)_G10 e-133  RNA binding  
 Contig_92 e-133  DEAD/DEAH box helicase, putative (RH15)  
 0727-94-(6-7-
06)_C04 e-134  chaperone protein dnaJ-related  
 0361-94-(6-12-
06)_F07 e-135  URE (UREASE); urease  
 0234-94-C11(5-10-
06) e-136  AUX1 (AUXIN RESISTANT 1); amino acid permease/ transporter  
 Contig_42 e-136  esterase, putative  
 0215-94(5-31-
06)_012 e-137 
 SFR2 (SENSITIVE TO FREEZING 2);  hydrolase, hydrolyzing O-
glycosyl compounds  
 0393-94-(6-8-
06)_B12 e-137  translational activator family protein  
 0544-94-(6-8-
06)_D06 e-137  TSO2 (TSO2); ribonucleoside-diphosphate reductase  
 0609-94-(6-6-
06)_A02 e-137 
 GAUT10/LGT4  (Galacturonosyltransferase 10); polyga acturonate  
4-alpha-galacturonosyltransferase/ transferase,  transferring glycosyl 
groups / transferase, transferring  hexosyl groups  
 0860-94-(6-5-
06)_D08 e-137 
 ATPAP27/PAP27 (purple acid  phosphatase 27); acid phosphatase/ 
protein  serine/threonine phosphatase  
 1133-94-(6-9-
06)_A11 e-137  BOR1 (REQUIRES HIGH BORON 1)  
 Contig_89 e-137  dehydration-responsive protein-related  
 0282-94(5-31-
06)_009 e-138  pectate lyase family protein  
 0455-94-(6-16-
06)_E04 e-138  ceramidase family protein  
 0515-94-(6-8-
06)_G02 e-139 
 STT3B (STAUROSPORIN AND TEMPERATURE  SENSITIVE 3-
LIKE B); oligosaccharyl transferase  
 0520-94-(6-8-
06)_D03 e-139  FTSH3 (FtsH protease 3); ATP-dependent  p ptidase/ ATPase  
 1028-94-(6-2-
06)_C04 e-139  aconitase family protein / aconitate  hydratase family protein  
 1113-94-(6-9-
06)_E08 e-139 
 glycine dehydrogenase (decarboxylating),  putative / glycine 
decarboxylase, putative / glycine  cleavage system P-protein, putative  
 0506-94-(6-8-
06)_F01 e-140  glycine-rich protein  
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 0825-94-(6-5-
06)_A04 e-140  leucine-rich repeat transmembrane protein  kinase, putative  
 0888-94-(6-5-
06)_H11 e-140  PYRD (PYRIMIDINE D); dihydroorotate  dehydrogenase  
 1310-94-(6-16-
06)_D07 e-140 
 ATNADP-ME4 (NADP-MALIC ENZYME 4);  malate 
dehydrogenase (oxaloacetate-decarboxylating)  (NADP+)/ malic 
enzyme/ oxidoreductase, acting on NADH or  NADPH, NAD or 
NADP as acceptor  
 0272-94(5-31-
06)_006 e-141  PIP (proline iminopeptidase); prolyl aminopeptidase  
 Contig_115 e-141  MSP1 protein, putative / intramitochondrial sorting protein, putative  
 0143-94(5-31-
06)_013 e-142 
 EXGT-A4 (ENDOXYLOGLUCAN TRANSFERASE A4); hydrolase, 
acting on glycosyl bonds  
 0217-94-(6-16-
06)_B09 e-142  CGL1 (COMPLEX GLYCAN LESS)  
 0940-94-(6-15-
06)_C03 e-142 
 alpha-galactosidase, putative / melibiase, putative / alpha-D-
galactoside galactohydrolase, putative  
 Contig_201 e-142  dicarboxylate/tricarboxylate carrier (DTC)   
 1030-94-(6-2-
06)_E04 e-143 
 long-chain-fatty-acid--CoA ligase, putative  / long-chain acyl-CoA 
synthetase, putative  
 Contig_51 e-144  aspartyl-tRNA synthetase, putative /  aspartate--tRNA ligase, putative  
 Contig_133 e-145  PGI1 (CHLOROPLASTIC PHOSPHOGLUCOSE  ISOMERASE)  
 0437-94-(6-16-
06)_E02 e-146  signal recognition particle 54 kDa protein 3 / SRP54 (SRP-54C)  
 0734-94-(6-7-
06)_B05 e-146  elongation factor family protein  
 Contig_137 e-147  CIPK25 (CBL-INTERACTING  PROTEIN KINASE 25); kinase  
 Contig_49 e-147  SOX (SULFITE OXIDASE); sulfite oxidase  
 1097-94-(6-2-
06)_G12 e-148 
 CHR11 (CHROMATIN-REMODELING PROTEIN  11); DNA-
dependent ATPase  
 0294-94(5-31-
06)_001 e-149  glucose-6-phosphate isomerase, cytosolic  (PGIC)  
 Contig_202 e-149  NADP-dependent oxidoreductase, putative  
 0453-94-(6-16-
06)_C04 e-150  GUT2; catalytic  
 0596-94-(6-8-
06)_C11 e-150  DNAJ heat shock family protein  
 0814-94-(6-5-
06)_F02 e-150  pyruvate kinase, putative  
 Contig_102 e-150  leucine-rich repeat transmembrane protein  kinase, putative  
 0429-94-(6-27-
06)_B06 e-151 
 PDH-E1 ALPHA (PYRUVATE  DEHYDROGENASE E1 ALPHA); 
pyruvate dehydrogenase  (acetyl-transferring)  
 0699-94-(6-12-
06)_H12 e-151 
 CNGC1 (CYCLIC NUCLEOTIDE  GATED CHANNEL 1); 
calmodulin binding / cation channel/  cyclic nucleotide binding / 
inward rectifier potassium  channel  
 1019-94-(6-2-
06)_B03 e-152  LPD1 (LIPOAMIDE DEHYDROGENASE 1)  
 0926-94-(6-16-
06)_D11 e-153 
 POP2 (POLLEN-PISTIL  INCOMPATIBILITY 2); 4-aminobutyrate 
transaminase  
 Contig_118 e-154 
 similar to ankyrin repeat family protein [Arabidopsis thaliana] 
(TAIR:AT1G04780.1); similar to Os02g0810100 [Oryza sativa 
(japonica cultivar-group)] (GB:NP_001048467.1); similar to 
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hypothetical protein [Oryza sativa (japonica cultivar-group)] 
(GB:BAC80109.1); contains InterPro domain Ankyrin; 
(InterPro:IPR002110)  
 Contig_22 e-154 
 ATGOLS4 (ARABIDOPSIS THALIANA  GALACTINOL 
SYNTHASE 4); transferase, transferring  glycosyl groups / transferase, 
transferring hexosyl  groups  
 0336-94-(6-9-
06)_D03 e-155  MUR4 (MURUS 4)  
 Contig_21 e-155  dehydration-responsive protein-related  
 Contig_94 e-155 
 phenylalanyl-tRNA synthetase, putative /  phenylalanine--tRNA 
ligase, putative  
 0842-94-(6-5-
06)_B06 e-156  MTO1 (METHIONINE  OVERACCUMULATION 1)  
 0855-94-(6-5-
06)_G07 e-158 
 SUS3; UDP-glycosyltransferase/ sucrose  synthase/ transferase, 
transferring glycosyl groups  
 Contig_150 e-158  malate dehydrogenase, cytosolic, putative  
 0732-94-(6-14-
06)_A05 e-160  DEAD box RNA helicase, putative  
 Contig_129 e-160  ACLA-1 (ATP-citrate lyase A-1)  
 0434-94-(6-16-
06)_B02 e-162 
 SHM4 (SERINE HYDROXYMETHYLTRANSFERASE  4); glycine 
hydroxymethyltransferase  
 Contig_105 e-166  DWF1  (DIMINUTO 1); catalytic  
 Contig_158 e-166 
 GAUT12/IRX8/LGT6  (GALACTURONOSYLTRANSFERASE 12); 
polygalacturonate  4-alpha-galacturonosyltransferase/ transferase,  
transferring glycosyl groups / transferase, transferring  hexosyl groups  
 Contig_81 e-166  calnexin 1 (CNX1)  
 Contig_125 e-169  protein kinase family protein  
 Contig_38 e-174  protein kinase family protein  
 0006-93-B05(4-20-
06) No Hit 
 0023-94_016(5-31-
06) No Hit 
 0037-94-D02(4-28-
06) No Hit 
 0042-93-G08(4-21-
06) No Hit 
 0047-94-F03(4-28-
06) No Hit 
 0052-94-C04(4-28-
06) No Hit 
 0063-94-F05(4-28-
06) No Hit 
 0071_B05(Rev4-
21-06) No Hit 
 0087-94-F08(4-28-
06) No Hit 
 0117-94-D12(4-28-
06) No Hit 
 0136-94(5-31-
06)_011 No Hit 
 0161-94-A07(5-5-
06) No Hit 
420 
 
 
 0229-94-F10(5-10-
06) No Hit 
 0237-94-F11(5-10-
06) No Hit 
 0241-94-B12(5-10-
06) No Hit 
 0270-94(5-31-
06)_002 No Hit 
 0292-94(5-31-
06)_014 No Hit 
 0367-94-(6-12-
06)_D08 No Hit 
 0382-94-(6-12-
06)_A10 No Hit 
 0452-94-(6-16-
06)_B04 No Hit 
 0503-94-(6-8-
06)_C01 No Hit 
 0521-94-(6-8-
06)_E03 No Hit 
 0543-94-(6-8-
06)_C06 No Hit 
 0604-94-(6-6-
06)_D01 No Hit 
 0634-94-(6-6-
06)_B05 No Hit 
 0638-94-(6-6-
06)_F05 No Hit 
 0659-94-(6-6-
06)_C08 No Hit 
 0718-94-(6-7-
06)_B03 No Hit 
 0730-94-(6-7-
06)_F04 No Hit 
 0760-94-(6-7-
06)_D08 No Hit 
 0776-94-(6-7-
06)_A10 No Hit 
 0791-94-(6-7-
06)_G11 No Hit 
 0806-94-(6-5-
06)_F01 No Hit 
 0889-94-(6-5-
06)_A12 No Hit 
 0894-94-(6-5-
06)_F12 No Hit 
 0927-94-(6-15-
06)_F01 No Hit 
 0938-94-(6-15-
06)_A03 No Hit 
 1027-94-(6-2-
06)_B04 No Hit 
 1069-94-(6-2-
06)_C09 No Hit 
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 Contig_107 No Hit 
 Contig_11 No Hit 
 Contig_110 No Hit 
 Contig_134 No Hit 
 Contig_175 No Hit 
 Contig_178 No Hit 
 Contig_45 No Hit 
 Contig_47 No Hit 
 Contig_56 No Hit 
 Contig_64 No Hit 
 Contig_77 No Hit 
 Contig_87 No Hit 
422 
 
 
APPENDIX I: Populus BLASTX 
 
Query E-value Contig ID Description 
 Contig\38 0 685 649807 grail3.0001078401 
 Contig\25 0 677 550613 eugene3.00013054 
 Contig\200 0 756 828515 estExt_fgenesh4_pg.C_1660009 
 Contig\161 0 776 835648 estExt_fgenesh4_pm.C_LG_XVII0021 
 0724-94-(6-7-06)_H03 2.00E-99 358 172207 gw1.I.8071 
 0208-94-A08(5-10-06) 3.00E-99 357 784817 fgenesh4_pg.C_scaffold_133000078 
 1025-94-(6-2-06)_H03 4.00E-99 357 664050 grail3.005024401 
 0276-94(5-31-06)_014 5.00E-99 357 759183 fgenesh4_pg.C_LG_IV000811 
 0431-94-(6-16-06)_G01 7.00E-99 356 180608 gw1.I.9208.1 
 1125-94-(6-9-06)_A10 2.00E-98 355 833700 estExt_fgenesh4_pm.C_LG_X0632 
 0607-94-(6-6-06)_G01 4.00E-98 354 228166 gw1.X.2863.1 
 Contig\123 6.00E-98 353 209205 gw1.V.4606.1 
 0095-93-B02(4-21-06) 6.00E-98 353 797875 fgenesh4_pm.C_LG_I000878 
 Contig\27 8.00E-98 353 711735 estExt_Genewise1_v1.C_LG_III0271 
 0349-94-(6-9-06)_F04 9.00E-98 353 554403 eugene3.000 1036 
 0917-94-(6-14-06)_D12 1.00E-97 353 230613 gw1.X.5310.1 
 Contig\54 2.00E-97 352 826706 estExt_fgenesh4_pg.C_400053 
 1301-94-(6-16-06)_C06 2.00E-97 352 729008 estExt_Genewise1_v1.C_LG_XII1492 
 0656-94-(6-6-06)_H07 2.00E-97 352 833401 estExt_fgenesh4_pm.C_LG_X0108 
 0185-94-B05(5-10-06) 5.00E-97 350 419389 gw1.VIII.817.1 
 Contig\52 7.00E-97 350 257510 gw1.XVI.3449.1 
 0739-94-(6-7-06)_G05 1.00E-96 349 227358 gw1.X.2055.1 
 0524-94-(6-8-06)_H03 1.00E-96 349 837482 estExt_fgenesh4_pm.C_1710004 
 0159-94(5-31-06)_004 3.00E-96 348 837541 estExt_fgenesh4_pm.C_2000003 
 0591-94-(6-8-06)_F10 6.00E-96 347 799426 fgenesh4_pm.C_LG_II001115 
 Contig\173 8.00E-96 347 745080 estExt_Genewise1_v1.C_1420243 
 Contig\116 1.00E-95 346 594617 eugene3.00640205 
 0598-94-(6-8-06)_E11 1.00E-95 345 770239 fgenesh4_pg.C_LG_X001729 
 1018-94-(6-2-06)_A03 2.00E-95 345 269600 gw1.137.65.1 
 0541-94-(6-8-06)_A06 4.00E-95 344 744153 estExt_Genewise1_v1.C_1290084 
 0817-94-(6-5-06)_A03 5.00E-95 344 777108 fgenesh4_pg.C_LG_XVI000350 
 0012-94_009(5-31-06) 6.00E-95 343 837444 estExt_fgenesh4_pm.C_1650007 
 0914-94-(6-14-06)_A12 8.00E-95 343 554061 eugene3.00030694 
 0570-94-(6-8-06)_E08 9.00E-95 343 551443 eugene3.00020758 
 Contig\44 1.00E-94 343 735328 estExt_Genewise1_v1.C_LG_XVI2405 
 0447-94-(6-16-06)_F03 1.00E-94 342 835832 estExt_fgenesh4_pm.C_LG_XVIII0163 
 0446-94-(6-16-06)_E03 1.00E-94 342 817289 estExt_fgenesh4_pg.C_LG_III0902 
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 0008-94-G05(4-20-06) 1.00E-94 342 575095 eugene3.00150490 
 1087-94-(6-2-06)_E11 2.00E-94 342 256847 gw1.XVI.2786.1 
 0929-94-(6-15-06)_H01 2.00E-94 342 419160 gw1.VIII588.1 
 0861-94-(6-5-06)_E08 2.00E-94 342 256678 gw1.XVI.2617.1 
 0657-94-(6-6-06)_A08 3.00E-94 341 572675 eugene3.0014 720 
 1082-94-(6-2-06)_H10 7.00E-94 340 271681 gw1.147.29.1 
 1085-94-(6-2-06)_C11 8.00E-94 340 831763 estExt_fgenesh4_pm.C_LG_VI0046 
 0854-94-(6-5-06)_F07 1.00E-93 339 198372 gw1.IV.3461.1 
 1171-94-(6-15-06)_A06 2.00E-93 339 783062 fgenesh4_pg.C_scaffold_82000017 
 1064-94-(6-2-06)_F08 2.00E-93 339 411608 gw1.II.2943.1 
 0529-94-(6-8-06)_E04 2.00E-93 338 733451 estExt_Genewise1_v1.C_LG_XV1823 
 Contig\24 3.00E-93 338 825902 estExt_fgenesh4_pg.C_LG_XVIII0821 
 1102-94-(6-9-06)_B07 5.00E-93 337 180122 gw1.I.8722.1 
 0462-94-(6-16-06)_D05 5.00E-93 337 287193 gw1.40.953.1 
 0514-94-(6-8-06)_F02 6.00E-93 337 816050 estExt_fgenesh4_pg.C_LG_II0292 
 Contig\70 8.00E-93 336 823409 estExt_fgenesh4_pg.C_LG_XII0928 
 Contig\188 1.00E-92 336 802283 fgenesh4_pm.C_LG_VI000630 
 0530-94-(6-8-06)_F04 1.00E-92 336 825574 estExt_fgenesh4_pg.C_LG_XVII0427 
 0198-94-(6-16-06)_H08 1.00E-92 336 738040 estExt_Genewise1_v1.C_LG_XVIII3287 
 0210-94-C08(5-10-06) 2.00E-92 335 741129 estExt_Genewise1_v1.C_440677 
 0642-94-(6-6-06)_B06 3.00E-92 335 832292 estExt_fgenesh4_pm.C_LG_VII0233 
 0144-94(5-31-06)_015 4.00E-92 334 560996 eugene3.00060955 
 0099-94-B10(4-28-06) 6.00E-92 333 832169 estExt_fgenesh4_pm.C_LG_VII0004 
 0789-94-(6-7-06)_E11 1.00E-91 332 251915 gw1.XV.1351.1 
 0740-94-(6-7-06)_H05 2.00E-91 332 644713 grail3.009027801 
 0457-94-(6-16-06)_G04 3.00E-91 331 827131 estExt_fgenesh4_pg.C_640066 
 0597-94-(6-8-06)_D11 4.00E-91 331 552308 eugene3.00021623 
 0450-94-(6-16-06)_H03 4.00E-91 330 727523 estExt_Genewise1_v1.C_LG_XI1696 
 1073-94-(6-2-06)_G09 6.00E-91 330 819144 estExt_fgenesh4_pg.C_LG_VI0631 
 Contig\63 7.00E-91 330 574967 eugene3.00150362 
 0536-94-(6-8-06)_D05 7.00E-91 330 659048 grail3.0006046301 
 Contig\147 9.00E-91 330 741795 estExt_Genewise1_v1.C_660484 
 0749-94-(6-7-06)_A07 1.00E-90 329 549662 eugene3.00012103 
 0572-94-(6-8-06)_G08 2.00E-90 328 675953 grail3.0028011201 
 0227-94-D10(5-10-06) 4.00E-90 327 254612 gw1.XVI.551.1 
 0866-94-(6-5-06)_B09 5.00E-90 327 718007 estExt_Genewise1_v1.C_LG_VII0041 
 0107-94-(6-12-06)_A04 8.00E-90 327 589928 eugene3.00290111 
 Contig\126 9.00E-90 327 822499 estExt_fgenesh4_pg.C_LG_X1876 
 Contig\83 1.00E-89 326 226761 gw1.X.1458.1 
 0655-94-(6-6-06)_G07 3.00E-89 325 834106 estExt_fgenesh4_pm.C_LG_XI0297 
 1077-94-(6-2-06)_C10 4.00E-89 324 550738 eugene3.00020053 
 0358-94-(6-12-06)_C07 4.00E-89 324 834748 estExt_fgenesh4_pm.C_LG_XIV0126 
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 0522-94-(6-8-06)_F03 7.00E-89 323 655385 grail3.0019025401 
 Contig\17 2.00E-88 322 824546 estExt_fgenesh4_pg.C_LG_XV0194 
 0112-94-(6-12-06)_D04 2.00E-88 322 559722 eugene3.00051337 
 0923-94-(6-15-06)_B01 3.00E-88 321 728694 estExt_Genewise1_v1.C_LG_XII0631 
 0942-94-(6-15-06)_E03 4.00E-88 321 216305 gw1.VII.610.1 
 1026-94-(6-2-06)_A04 5.00E-88 320 831996 estExt_fgenesh4_pm.C_LG_VI0481 
 0857-94-(6-5-06)_A08 6.00E-88 320 740033 estExt_Genewise1_v1.C_290436 
 0752-94-(6-7-06)_D07 7.00E-88 320 737243 estExt_Genewise1_v1.C_LG_XVIII1645 
 0527-94-(6-8-06)_C04 1.00E-87 320 726951 estExt_Genewise1_v1.C_LG_XI0012 
 0278-94(5-31-06)_001 1.00E-87 319 781583 fgenesh4_pg.C_scaffold_40000333 
 0257-94(5-31-06)_008 1.00E-87 319 831456 estExt_fgenesh4_pm.C_LG_V0273 
 0755-94-(6-7-06)_G07 3.00E-87 318 259284 gw1.XVII.1275.1 
 Contig\79 4.00E-87 317 727965 estExt_Genewise1_v1.C_LG_XI2803 
 1029-94-(6-2-06)_D04 8.00E-87 316 179069 gw1.I.7669.1 
 Contig\205 1.00E-86 317 726443 estExt_Genewise1_v1.C_LG_X5603 
 Contig\172 1.00E-86 316 828557 estExt_fgenesh4_pg.C_1700012 
 Contig\190 2.00E-86 316 569405 eugene3.00120058 
 Contig\122 2.00E-86 316 821385 estExt_fgenesh4_pg.C_LG_IX0938 
 0105-94-H10(4-28-06) 4.00E-86 314 287102 gw1.40.862.1 
 0305-94(5-31-06)_004 5.00E-86 314 821105 estExt_fgenesh4_pg.C_LG_IX0343 
 0897-94-(6-14-06)_G07 2.00E-85 312 706098 estExt_Genewise1_v1.C_LG_I1143 
 0223-94-H09(5-10-06) 2.00E-85 311 654056 grail3.0013032202 
 0831-94-(6-5-06)_G04 4.00E-85 311 201569 gw1.IX.2034.1 
 1015-94-(6-2-06)_F02 6.00E-85 310 815294 estExt_fgenesh4_pg.C_LG_I1595 
 0785-94-(6-7-06)_B11 6.00E-85 310 255482 gw1.XVI.142 .1 
 Contig\37 7.00E-85 310 290393 gw1.494.4.1 
 0708-94-(6-7-06)_H01 7.00E-85 310 806538 fgenesh4_pm.C_LG_XII000358 
 Contig\72 8.00E-85 310 836090 estExt_fgenesh4_pm.C_LG_XIX0169 
 0581-94-(6-8-06)_E09 8.00E-85 310 559973 eugene3.00051588 
 Contig\69 1.00E-84 309 245453 gw1.XIV.2196.1 
 Contig\191 1.00E-84 310 679507 grail3.0064002001 
 0738-94-(6-7-06)_F05 2.00E-84 309 575181 eugene3.00150576 
 0533-94-(6-8-06)_A05 2.00E-84 309 647622 grail3.0111007201 
 Contig\48 3.00E-84 308 561006 eugene3.00060965 
 0824-94-(6-5-06)_H03 5.00E-84 307 672515 grail3.0146000902 
 0578-94-(6-8-06)_C09 5.00E-84 307 580140 eugene3.01180075 
 1076-94-(6-2-06)_B10 9.00E-84 306 710908 estExt_Genewise1_v1.C_LG_II2559 
 0773-94-(6-7-06)_G09 9.00E-84 306 567576 eugene3.00102134 
 0444-94-(6-16-06)_C03 9.00E-84 306 816442 estExt_fgenesh4_pg.C_LG_II1049 
 0537-94-(6-8-06)_E05 1.00E-83 306 824199 estExt_fgenesh4_pg.C_LG_XIV0731 
 0792-94-(6-7-06)_H11 2.00E-83 305 837355 estExt_fgenesh4_pm.C_1520013 
 0830-94-(6-5-06)_F04 3.00E-83 305 827419 estExt_fgenesh4_pg.C_820030 
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 0782-94-(6-7-06)_G10 4.00E-83 304 659564 grail3.0022016401 
 0074-93-G04(4-21-06) 4.00E-83 304 810176 fgenesh4_pm.C_scaffold_44000016 
 Contig\32 5.00E-83 304 650021 grail3.0001096401 
 Contig\73 1.00E-82 303 552885 eugene3.00002200 
 0921-94-(6-14-06)_H12 2.00E-82 302 739998 estExt_Genewise1_v1.C_290374 
 0901-94-(6-14-06)_D10 2.00E-82 302 655170 grail3.0019008001 
 0946-94-(6-15-06)_A04 3.00E-82 301 737038 estExt_Genewise1_v1.C_LG_XVIII1299 
 0702-94-(6-7-06)_B01 3.00E-82 301 581352 eugene3.0129 009 
 0603-94-(6-6-06)_C01 4.00E-82 301 832606 estExt_fgenesh4_pm.C_LG_VIII0297 
 1036-94-(6-2-06)_C05 7.00E-82 300 242954 gw1.XIII.3203.1 
 1111-94-(6-9-06)_C08 2.00E-81 298 836707 estExt_fgenesh4_pm.C_660087 
 0920-94-(6-14-06)_G12 2.00E-81 299 770389 fgenesh4_pg.C_LG_X001879 
 0811-94-(6-5-06)_C02 3.00E-81 298 411672 gw1.II.3007.1 
 0430-94-(6-16-06)_F01 3.00E-81 298 740479 estExt_Genewise1_v1.C_400905 
 0780-94-(6-7-06)_E10 5.00E-81 297 227541 gw1.X.2238.1 
 0509-94-(6-8-06)_A02 7.00E-81 296 834280 estExt_fgenesh4_pm.C_LG_XII0191 
 1192-94-(6-15-06)_D07 1.00E-80 296 817045 estExt_fgenesh4_pg.C_LG_III0255 
 0300-94(5-31-06)_013 1.00E-80 296 833382 estExt_fgenesh4_pm.C_LG_X0062 
 0284-94(5-31-06)_013 1.00E-80 296 799474 fgenesh4_pm.C_LG_II001163 
 0297-94(5-31-06)_007 2.00E-80 295 731385 estExt_Genewise1_v1.C_LG_XIV1781 
 0239-94-H11(5-10-06) 3.00E-80 294 219003 gw1.VII.3308.1 
 0172-94-E03(5-10-06) 4.00E-80 294 246129 gw1.XIV.287 .1 
 0856-94-(6-5-06)_H07 9.00E-80 293 757271 fgenesh4_pg.C_LG_III000813 
 Contig\35 1.00E-79 293 199158 gw1.IV.4247.1 
 0653-94-(6-6-06)_E07 1.00E-79 293 583484 eugene3.01500033 
 0387-94-(6-12-06)_D10 1.00E-79 293 252605 gw1.XV.2041.1 
 0460-94-(6-16-06)_B05 2.00E-79 292 657565 grail3.0009041102 
 0360-94-(6-12-06)_E07 4.00E-79 291 560099 eugene3.00060058 
 Contig\34 5.00E-79 291 559750 eugene3.00051365 
 0908-94-(6-14-06)_C11 8.00E-79 290 421498 gw1.VIII2926.1 
 0847-94-(6-5-06)_G06 9.00E-79 289 205531 gw1.V.932.1 
 0255-94(5-31-06)_004 9.00E-79 290 644105 grail3.003 11202 
 0214-94(5-31-06)_010 1.00E-78 289 836454 estExt_fgenesh4_pm.C_400124 
 0306-94(5-31-06)_006 3.00E-78 288 651611 grail3.0002 29801 
 Contig\31 4.00E-78 288 240724 gw1.XIII.973.1 
 Contig\155 5.00E-78 287 835469 estExt_fgenesh4_pm.C_LG_XVI0242 
 0905-94-(6-14-06)_H10 7.00E-78 287 569505 eugene3.00120158 
 0162-94-B07(5-5-06) 7.00E-78 286 720740 estExt_Genewise1_v1.C_LG_VIII1964 
 0513-94-(6-8-06)_E02 2.00E-77 285 235411 gw1.XI.3391.1 
 0141-94-E04(5-9-06) 2.00E-77 285 195673 gw1.IV.7621 
 0006-94-C05(4-20-06) 3.00E-77 284 272274 gw1.150.89.1 
 0654-94-(6-6-06)_F07 5.00E-77 284 831973 estExt_fgenesh4_pm.C_LG_VI0445 
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 0802-94-(6-5-06)_B01 1.00E-76 283 578586 eugene3.0018 810 
 0221-94-F09(5-10-06) 1.00E-76 282 173806 gw1.I.2406.1 
 0687-94-(6-6-06)_G11 3.00E-76 281 639592 grail3.0116001202 
 0296-94(5-31-06)_005 3.00E-76 281 657188 grail3.0009 10801 
 1108-94-(6-9-06)_H07 4.00E-76 281 561654 eugene3.00061613 
 0118-94-E12(4-28-06) 5.00E-76 280 421537 gw1.VIII.2965.1 
 0567-94-(6-8-06)_B08 6.00E-76 280 415236 gw1.III.2339.1 
 0021-94_012(5-31-06) 7.00E-76 280 739192 estExt_Genewise1_v1.C_280165 
 Contig\104 2.00E-75 279 197007 gw1.IV.2096.1 
 0717-94-(6-7-06)_A03 2.00E-75 279 662371 grail3.0079006701 
 0688-94-(6-6-06)_H11 2.00E-75 278 803799 fgenesh4_pm.C_LG_VIII000754 
 0595-94-(6-8-06)_B11 2.00E-75 278 414440 gw1.III.1543.1 
 0079-93-B04(4-21-06) 2.00E-75 278 743405 estExt_Genewise1_v1.C_1210133 
 Contig\71 3.00E-75 278 717083 estExt_Genewise1_v1.C_LG_VI0901 
 0846-94-(6-5-06)_F06 3.00E-75 278 819645 estExt_fgenesh4_pg.C_LG_VII0010 
 1128-94-(6-9-
06Truncated)_D10 
4.00E-75 277 594630 eugene3.00640218 
 0071_F06(For4-28-06) 4.00E-75 277 549842 eugene3.00012283 
 1080-94-(6-2-06)_F10 6.00E-75 277 585775 eugene3.01820038 
 0859-94-(6-5-06)_C08 6.00E-75 277 644482 grail3.009007801 
 Contig\181 8.00E-75 276 653576 grail3.0030018001 
 0128-94(5-31-06)_009 1.00E-74 276 198984 gw1.IV.4073.1 
 0640-94-(6-6-06)_H05 2.00E-74 276 251374 gw1.XV.810 1 
 0535-94-(6-8-06)_C05 2.00E-74 275 643362 grail3.0003048701 
 0313-94-(6-9-06)_B01 2.00E-74 275 718718 estExt_Genewise1_v1.C_LG_VII1719 
 Contig\68 3.00E-74 275 769367 fgenesh4_pg.C_LG_X000857 
 0810-94-(6-5-06)_B02 3.00E-74 275 559032 eugene3.0005 647 
 1144-94-(6-9-06)_D12 1.00E-73 273 730037 estExt_Genewise1_v1.C_LG_XIII2126 
 1067-94-(6-2-06)_A09 1.00E-73 273 197320 gw1.IV.2409.1 
 0649-94-(6-6-06)_A07 2.00E-73 271 714870 estExt_Genewise1_v1.C_LG_V0611 
 Contig\179 3.00E-73 271 259282 gw1.XVII.1273.1 
 Contig\62 4.00E-73 271 817727 estExt_fgenesh4_pg.C_LG_IV0080 
 Contig\120 2.00E-72 269 710099 estExt_Genewise1_v1.C_LG_II0822 
 0029-94-D01(4-28-06) 2.00E-72 268 662072 grail3.0015020301 
 Contig\59 3.00E-72 268 833661 estExt_fgenesh4_pm.C_LG_X0562 
 1308-94-(6-16-06)_B07 3.00E-72 268 798305 fgenesh4_pm.C_LG_I001308 
 1003-94-(6-2-06)_C01 4.00E-72 268 253095 gw1.XV.2531.1 
 1058-94-(6-2-06)_H07 1.00E-71 266 723751 estExt_Genewise1_v1.C_LG_X0207 
 0835-94-(6-5-06)_C05 2.00E-71 266 816613 estExt_fgenesh4_pg.C_LG_II1494 
 0329-94-(6-27-06)_H03 2.00E-71 264 552931 eugene3.00002246 
 0086-94-E08(4-28-06) 5.00E-71 264 641332 grail3.0053005601 
 0691-94-(6-6-06)_C12 8.00E-71 263 564771 eugene3.00081366 
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 1104-94-(6-9-06)_D07 1.00E-70 263 644912 grail3.0050015101 
 0683-94-(6-6-06)_C11 1.00E-70 263 580373 eugene3.01200058 
 0388-94-(6-12-06)_E10 1.00E-70 263 801848 fgenesh4_pm.C_LG_VI000195 
 0211-94-D08(5-10-06) 1.00E-70 263 768859 fgenesh4_pg.C_LG_X000349 
 0130-94-B03(5-9-06) 3.00E-70 261 818445 estExt_fgenesh4_pg.C_LG_V0696 
 1307-94-(6-16-06)_A07 2.00E-69 259 653209 grail3.0023037001 
 1182-94-(6-15-06)_H06 3.00E-69 258 566455 eugene3.00101013 
 0829-94-(6-5-06)_E04 3.00E-69 258 710838 estExt_Genewise1_v1.C_LG_II2421 
 Contig\86 4.00E-69 258 570664 eugene3.00130028 
 0010-94_005(5-31-06) 4.00E-69 258 746969 estExt_Genewise1_v1.C_2320006 
 0177-94-B04(5-10-06) 6.00E-69 257 644373 grail3.003033502 
 Contig\124 1.00E-68 256 828781 estExt_fgenesh4_pg.C_2580005 
 0639-94-(6-6-06)_G05 1.00E-68 256 227389 gw1.X.2086.1 
 Contig\204 2.00E-68 255 549440 eugene3.00011881 
 0736-94-(6-7-06)_D05 2.00E-68 255 552641 eugene3.00001956 
 0887-94-(6-5-06)_G11 3.00E-68 254 718708 estExt_Genewise1_v1.C_LG_VII1709 
 Contig\186 5.00E-68 254 815610 estExt_fgenesh4_pg.C_LG_I2376 
 0895-94-(6-5-06)_G12 5.00E-68 254 249166 gw1.XIX.1566.1 
 0770-94-(6-14-06)_B05' 6.00E-68 254 837384 estExt_fgenesh4_pm.C_1570006 
 0636-94-(6-6-06)_D05 7.00E-68 254 276101 gw1.181.10.  
 0048-94-G03(4-28-06) 8.00E-68 253 790520 fgenesh4_pg.C_scaffold_1291000001 
 0804-94-(6-5-06)_D01 1.00E-67 253 561030 eugene3.0006 989 
 0179-94-D04(5-10-06) 4.00E-67 251 761918 fgenesh4_pg.C_LG_VI000228 
 0907-94-(6-14-06)_B11 6.00E-67 251 734872 estExt_Genewise1_v1.C_LG_XVI1451 
 0833-94-(6-5-06)_A05 7.00E-67 250 735866 estExt_Genewise1_v1.C_LG_XVI3692 
 0658-94-(6-6-06)_B08 9.00E-67 250 256434 gw1.XVI.2373.1 
 0545-94-(6-8-06)_E06 9.00E-67 250 834247 estExt_fgenesh4_pm.C_LG_XII0129 
 0120-94-A02(5-9-06) 9.00E-67 249 572859 eugene3.0014 904 
 0032-93-A10(4-21-06) 1.00E-66 249 825536 estExt_fgenesh4_pg.C_LG_XVII0338 
 0584-94-(6-8-06)_G09 2.00E-66 249 564448 eugene3.00081043 
 Contig\199 1.00E-65 246 643871 grail3.0003092401 
 Contig\194 1.00E-65 246 829457 estExt_fgenesh4_pm.C_LG_I0339 
 0750-94-(6-7-06)_B07 1.00E-65 246 813327 fgenesh4_pm.C_scaffold_29000103 
 0017-94_004(5-31-06) 1.00E-65 246 261634 gw1.XVIII.2175.1 
 0252-94(5-31-06)_013 2.00E-65 246 732714 estExt_Genewise1_v1.C_LG_XV0025 
 0841-94-(6-5-06)_A06 3.00E-65 245 820440 estExt_fgenesh4_pg.C_LG_VIII0650 
 0843-94-(6-5-06)_C06 4.00E-65 244 550226 eugene3.00012667 
 0795-94-(6-7-06)_C12 7.00E-65 244 551373 eugene3.00020688 
 0372-94-(6-12-06)_H08 2.00E-64 242 567369 eugene3.00101927 
 0369-94-(6-12-06)_F08 2.00E-64 242 679935 grail3.0066013202 
 0260-94(5-31-06)_014 6.00E-64 241 765056 fgenesh4_pg.C_LG_VIII000070 
 1079-94-(6-2-06)_E10 7.00E-64 240 769953 fgenesh4_pg.C_LG_X001443 
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 Contig\99 8.00E-64 240 645201 grail3.0021004701 
 Contig\131 8.00E-64 240 826313 estExt_fgenesh4_pg.C_LG_XIX0951 
 Contig\88 2.00E-63 238 826161 estExt_fgenesh4_pg.C_LG_XIX0457 
 Contig\203 3.00E-63 238 834110 estExt_fgenesh4_pm.C_LG_XI0311 
 0870-94-(6-5-06)_F09 3.00E-63 238 834367 estExt_fgenesh4_pm.C_LG_XII0386 
 0180-94-E04(5-10-06) 8.00E-63 236 566526 eugene3.00101084 
 1035-94-(6-14-06)_G08 9.00E-63 237 555555 eugene3.00040268 
 Contig\176 1.00E-62 236 833483 estExt_fgenesh4_pm.C_LG_X0247 
 0821-94-(6-5-06)_E03 2.00E-62 236 814433 estExt_fgenesh4_kg.C_LG_XVI0013 
 Contig\187 3.00E-62 236 550077 eugene3.00012518 
 1021-94-(6-2-06)_D03 3.00E-62 235 639885 grail3.0161001401 
 0540-94-(6-8-06)_H05 3.00E-62 235 766719 fgenesh4_pg.C_LG_VIII001733 
 0352-94-(6-27-06)_H04 5.00E-62 234 721963 estExt_Genewise1_v1.C_LG_IX1678 
 1041-94-(6-2-06)_H05 7.00E-62 234 805919 fgenesh4_pm.C_LG_XI000194 
 0373-94-(6-12-06)_A09 7.00E-62 234 561117 eugene3.00061076 
 0129-94-A03(5-9-06) 7.00E-62 233 275272 gw1.170.184.  
 Contig\9 2.00E-61 233 234520 gw1.XI.2500.1 
 0696-94-(6-6-06)_H12 2.00E-61 233 705907 estExt_Genewise1_v1.C_LG_I0681 
 0254-94-(6-16-06)_B10 2.00E-61 232 560697 eugene3.00060656 
 0576-94-(6-12-06)_E11 3.00E-61 231 411875 gw1.II.3210.1 
 Contig\189 8.00E-61 230 589316 eugene3.00280052 
 0925-94-(6-16-06)_C11 8.00E-61 230 669377 grail3.0020010802 
 0454-94-(6-16-06)_D04 1.00E-60 229 823440 estExt_fgenesh4_pg.C_LG_XII1036 
 0026-94-(6-12-06)_A01 1.00E-60 229 596314 eugene3.08120001 
 0121-94-H12(4-28-06) 2.00E-60 228 646482 grail3.0018019001 
 0123-94-C02(5-9-06) 3.00E-60 228 412800 gw1.II.4135.  
 Contig\3 7.00E-60 227 231748 gw1.X.6445.1 
 0436-94-(6-16-06)_D02 9.00E-60 227 577091 eugene3.00161226 
 1305-94-(6-16-06)_G06 1.00E-59 226 743875 estExt_Genewise1_v1.C_1250046 
 Contig\98 2.00E-59 226 670909 grail3.0123008202 
 1148-94-(6-9-06)_H12 3.00E-59 225 640624 grail3.0084001702 
 0922-94-(6-15-06)_A01 3.00E-59 225 252781 gw1.XV.2217.1 
 0228-94-E10(5-10-06) 6.00E-59 224 410491 gw1.II.1826.1 
 0892-94-(6-5-06)_D12 7.00E-59 224 663890 grail3.005010801 
 0779-94-(6-7-06)_D10 2.00E-58 222 723032 estExt_Genewise1_v1.C_LG_IX3715 
 1006-94-(6-2-06)_F01 3.00E-58 221 201180 gw1.IX.1645.1 
 0063-94-F05(4-28-06) 3.00E-58 221 420955 gw1.VIII.2383.1 
 0517-94-(6-8-06)_A03 4.00E-58 221 292354 gw1.64.6.1 
 0262-94(5-31-06)_001 5.00E-58 221 663278 grail3.0055 5501 
 0438-94-(6-16-06)_F02 6.00E-58 221 231518 gw1.X.6215.1 
 0663-94-(6-6-06)_G08 2.00E-57 219 218990 gw1.VII.3295.1 
 0511-94-(6-8-06)_C02 2.00E-57 219 829912 estExt_fgenesh4_pm.C_LG_I1184 
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 0316-94-(6-9-06)_E01 2.00E-57 219 826819 estExt_fgenesh4_pg.C_400327 
 Contig\142 3.00E-57 219 410027 gw1.II.1362.1 
 1127-94-(6-9-
06Truncated)_C10 
3.00E-57 218 744470 estExt_Genewise1_v1.C_1320075 
 0667-94-(6-6-06)_C09 3.00E-57 218 832886 estExt_fgenesh4_pm.C_LG_VIII0830 
 1134-94-(6-9-06)_B11 4.00E-57 218 818188 estExt_fgenesh4_pg.C_LG_IV1449 
 0625-94-(6-6-06)_A04 8.00E-57 216 821310 estExt_fgenesh4_pg.C_LG_IX0791 
 1060-94-(6-2-06)_B08 1.00E-56 216 822354 estExt_fgenesh4_pg.C_LG_X1609 
 1116-94-(6-9-06)_H08 3.00E-56 215 800968 fgenesh4_pm.C_LG_V000060 
 0800-94-(6-7-06)_G12 7.00E-56 214 228193 gw1.X.2890.1 
 0562-94-(6-8-06)_H07 7.00E-56 213 245415 gw1.XIV.2158.1 
 0531-94-(6-8-06)_G04 7.00E-56 214 732253 estExt_Genewise1_v1.C_LG_XIV3351 
 Contig\148 8.00E-56 214 294718 gw1.70.171.1 
 0704-94-(6-7-06)_D01 1.00E-55 213 776603 fgenesh4_pg.C_LG_XV001031 
 0111-94-F11(4-28-06) 1.00E-55 213 555635 eugene3.00040348 
 0690-94-(6-6-06)_B12 3.00E-55 212 259595 gw1.XVIII.136.1 
 Contig\10 4.00E-55 212 574729 eugene3.00150124 
 0263-94(5-31-06)_003 9.00E-55 210 709311 estExt_Genewise1_v1.C_LG_I8875 
 Contig\168 1.00E-54 209 833878 estExt_fgenesh4_pm.C_LG_X0918 
 Contig\141 1.00E-54 209 286841 gw1.40.601.1 
 0902-94-(6-14-06)_E10 3.00E-54 208 561907 eugene3.00061866 
 1004-94(6-2-
06Truncated)_D01 
5.00E-54 205 710083 estExt_Genewise1_v1.C_LG_II0799 
 0796-94-(6-7-06)_D12 5.00E-54 207 597452 eugene3.0944 001 
 Contig\2 1.00E-53 207 647295 grail3.0074007501 
 Contig\1 1.00E-53 206 286208 gw1.399.10.1 
 Contig\46 2.00E-53 206 565424 eugene3.00082019 
 0725-94-(6-7-06)_A04 3.00E-53 205 595399 eugene3.0070 040 
 Contig\23 6.00E-53 204 572838 eugene3.00140883 
 0140-94-D04(5-9-06) 8.00E-53 203 774123 fgenesh4_pg.C_LG_XIV000033 
 0807-94-(6-5-06)_G01 1.00E-51 199 412008 gw1.II.3343.1 
 0244-94-E12(5-10-06) 2.00E-51 198 827452 estExt_fgenesh4_pg.C_860046 
 0164-94-D07(5-5-06) 2.00E-51 199 750703 fgenesh4_pg.C_LG_I000306 
 0863-94-(6-5-06)_G08 5.00E-51 198 822107 estExt_fgenesh4_pg.C_LG_X1062 
 0219-94-D09(5-10-06) 3.00E-50 195 553241 eugene3.00002556 
 0380-94-(6-12-06)_G09 6.00E-50 194 644143 grail3.00 3014101 
 0915-94-(6-14-06)_B12 2.00E-49 192 226626 gw1.X.1323.1 
 0220-94E09(5-10-06) 5.00E-49 191 837174 estExt_fgenesh4_pm.C_1330018 
 Contig\33 6.00E-49 191 811252 fgenesh4_pm.C_scaffold_134000015 
 0127-94(5-31-06)_007 8.00E-49 190 595021 eugene3.00660215 
 0883-94-(6-5-06)_C11 9.00E-49 190 786197 fgenesh4_pg.C_scaffold_164000053 
 0777-94-(6-7-06)_B10 1.00E-48 189 667581 grail3.0004025702 
 0328-94-(6-9-06)_G02 2.00E-48 189 733659 estExt_Genewise1_v1.C_LG_XV2187 
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 Contig\53 6.00E-48 187 783288 fgenesh4_pg.C_scaffold_86000148 
 0746-94-(6-7-06)_F06 1.00E-47 186 592924 eugene3.00440259 
 Contig\130 3.00E-47 185 742765 estExt_Genewise1_v1.C_880038 
 0881-94-(6-5-06)_A11 5.00E-47 184 271641 gw1.147.209.1 
 0720-94-(6-7-06)_D03 5.00E-47 184 559307 eugene3.0005 922 
 0285-94(5-31-06)_015 5.00E-47 184 286469 gw1.40.229.1 
 0681-94-(6-6-06)_A11 1.00E-46 183 651568 grail3.0002026401 
 0753-94-(6-7-06)_E07 2.00E-46 182 423063 gw1.XII.1523.1 
 0729-94-(6-7-06)_E04 2.00E-46 182 412711 gw1.II.4046.1 
 1075-94-(6-2-06)_A10 4.00E-46 181 554787 eugene3.00031420 
 0834-94-(6-15-
06bad)_H10 
9.00E-46 179 761292 fgenesh4_pg.C_LG_V001344 
 1107-94-(6-9-06)_G07 1.00E-45 180 644073 grail3.003008701 
 0890-94-(6-14-06)_E07 1.00E-45 180 710452 estExt_Genewise1_v1.C_LG_II1635 
 Contig\43 2.00E-45 179 245011 gw1.XIV.1754.1 
 0599-94-(6-8-06)_F11 2.00E-45 179 664148 grail3.005032201 
 0823-94-(6-5-06)_G03 5.00E-45 177 589553 eugene3.00280289 
 0149-94-E05(5-9-06) 5.00E-45 177 656208 grail3.0049029701 
 0006-93-B05(4-20-06) 1.00E-44 176 272274 gw1.150.89.1 
 1170-94-(6-15-06)_H05 2.00E-44 176 171961 gw1.I.561 1 
 0265-94(5-31-06)_007 2.00E-44 176 567287 eugene3.00101845 
 0075-94-B07(4-28-06) 2.00E-44 176 241122 gw1.XIII.1371.1 
 1040-94-(6-2-06)_G05 5.00E-44 174 225829 gw1.X.526.1 
 0643-94-(6-6-06)_C06 1.00E-43 173 832159 estExt_fgenesh4_pm.C_LG_VI0817 
 Contig\84 2.00E-43 172 742293 estExt_Genewise1_v1.C_770044 
 0526-94-(6-8-06)_B04 2.00E-43 172 564550 eugene3.00081145 
 1094-94-(6-2-06)_D12 3.00E-43 172 416906 gw1.VI.1279.1 
 1063-94-(6-2-06)_E08 5.00E-43 171 709331 estExt_Genewise1_v1.C_LG_I8903 
 Contig\20 1.00E-42 170 649081 grail3.0001016801 
 0694-94-(6-6-06)_F12 1.00E-42 170 815182 estExt_fgenesh4_pg.C_LG_I1200 
 0269-94(5-31-06)_015 2.00E-42 169 810871 fgenesh4_pm.C_scaffold_121000022 
 0087-93-B03(4-21-06) 2.00E-42 168 820452 estExt_fgenesh4_pg.C_LG_VIII0671 
 0106-94-A11(4-28-06) 1.00E-41 166 589466 eugene3.0028 202 
 0931-94-(6-16-06)_G11 2.00E-41 166 596467 eugene3.00820056 
 0054-94-E04(4-28-06) 2.00E-41 165 827918 estExt_fgenesh4_pg.C_1290017 
 0735-94-(6-7-06)_C05 5.00E-41 164 674261 grail3.0186000501 
 Contig\169 1.00E-40 163 834328 estExt_fgenesh4_pm.C_LG_XII0282 
 Contig\57 3.00E-40 162 259036 gw1.XVII.1027.1 
 0131-94-C03(5-9-06) 4.00E-40 161 563045 eugene3.00070983 
 Contig\58 5.00E-40 160 570685 eugene3.00130049 
 0315-94-(6-9-06)_D01 2.00E-39 159 215882 gw1.VII.187.  
 0007for_D05' 6.00E-39 157 572434 eugene3.00140479 
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 0645-94-(6-6-06)_E06 8.00E-39 157 810775 fgenesh4_pm.C_scaffold_118000005 
 0619-94-(6-6-06)_C03 3.00E-38 155 564713 eugene3.00081308 
 0633-94-(6-6-06)_A05 4.00E-38 155 712551 estExt_Genewise1_v1.C_LG_III2193 
 Contig\119 6.00E-38 154 555677 eugene3.00040390 
 0046-94-E03(4-28-06) 6.00E-38 154 551729 eugene3.00021044 
 0047-93-B08(4-21-06) 2.00E-37 152 651301 grail3.0002003502 
 0016-94_002(5-31-06) 3.00E-37 152 558991 eugene3.00050606 
 0756-94-(6-7-06)_H07 4.00E-37 151 416472 gw1.VI.845 1 
 1167-94-(6-15-06)_F05 5.00E-37 151 815733 estExt_fgenesh4_pg.C_LG_I2759 
 0199-94(5-31-06)_008 1.00E-36 150 744173 estExt_Genewise1_v1.C_1290136 
 1172-94-(6-15-06)_B06 7.00E-36 147 731841 estExt_Genewise1_v1.C_LG_XIV2544 
 Contig\121 1.00E-35 146 815363 estExt_fgenesh4_pg.C_LG_I1776 
 0818-94-(6-5-06)_B03 2.00E-35 144 564856 eugene3.00081451 
 0635-94-(6-6-06)_C05 2.00E-35 146 595585 eugene3.00700226 
 0628-94-(6-6-06)_D04 9.00E-35 144 571342 eugene3.001 706 
 1166-94-(6-15-06)_E05 1.00E-34 144 594919 eugene3.00660113 
 1083-94-(6-2-06)_A11 2.00E-34 143 739204 estExt_Genewise1_v1.C_280192 
 0664-94-(6-6-06)_H08 4.00E-34 142 418717 gw1.VIII.145.1 
 0588-94-(6-8-06)_C10 8.00E-34 140 251990 gw1.XV.1426.1 
 0379-94-(6-12-06)_F09 8.00E-34 140 556593 eugene3.00041306 
 1160-94-(6-15-06)_B05 1.00E-33 140 773472 fgenesh4_pg.C_LG_XII001247 
 Contig\26 2.00E-32 136 297162 gw1.86.53.1 
 0175-94-H03(5-10-06) 5.00E-32 134 561711 eugene3.00061670 
 Contig\82 1.00E-31 133 179353 gw1.I.7953.1 
 0836-94-(6-5-06)_D05 3.00E-31 132 554739 eugene3.000 1372 
 0045-94-D03(4-28-06) 4.00E-31 131 771542 fgenesh4_pg.C_LG_XI000695 
 0261-94(5-31-06)_016 6.00E-31 131 738992 estExt_Genewise1_v1.C_LG_XIX2586 
 1014-94-(6-2-06)_E02 1.00E-30 130 816898 estExt_fgenesh4_pg.C_LG_II2402 
 0936-94-(6-16-06)_D12 2.00E-30 129 832516 estExt_fgenesh4_pm.C_LG_VIII0151 
 1145-94-(6-9-
06Truncated)_E12 
4.00E-30 126 559701 eugene3.00051316 
 0872-94-(6-5-06)_H09 5.00E-30 128 827940 estExt_fgenesh4_pg.C_1300020 
 Contig\80 9.00E-30 127 568834 eugene3.00110848 
 0013-94_011(5-31-06) 9.00E-30 127 762321 fgenesh4_pg.C_LG_VI000631 
 Contig\77 2.00E-29 126 554422 eugene3.00031055 
 1180-94-(6-15-06)_G06 2.00E-29 126 817844 estExt_fgenesh4_pg.C_LG_IV0491 
 0577-94-(6-8-06)_B09 4.00E-29 125 205136 gw1.V.5371 
 0930-94-(6-16-06)_F11 6.00E-29 124 177316 gw1.I.5916.1 
 1032-94-(6-2-06)_G04 8.00E-29 124 640823 grail3.0069007901 
 0381-94-(6-12-06)_H09 8.00E-29 124 759956 fgenesh4_pg.C_LG_V000008 
 0693-94-(6-6-06)_E12 1.00E-28 124 277470 gw1.197.19.1 
 0195-94-D06(5-10-06) 3.00E-28 122 559706 eugene3.00051321 
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 0822-94-(6-5-06)_F03 4.00E-28 121 738728 estExt_Genewise1_v1.C_LG_XIX1752 
 0668-94-(6-6-06)_D09 7.00E-28 121 582529 eugene3.0140 010 
 0728-94-(6-7-06)_D04 3.00E-27 117 711538 estExt_Genewise1_v1.C_LG_II4005 
 0309-94(5-31-06)_012 5.00E-27 118 418713 gw1.VIII.141.1 
 0271-94(5-31-06)_004 6.00E-27 118 219367 gw1.VII.3672.1 
 1101-94-(6-9-06)_A07 2.00E-26 116 421550 gw1.XII.10.1 
 Contig\50 3.00E-26 115 547790 eugene3.00010231 
 Contig\162 2.00E-25 113 416447 gw1.VI.820.1 
 Contig\156 2.00E-25 112 592848 eugene3.00440183 
 Contig\117 2.00E-25 113 826036 estExt_fgenesh4_pg.C_LG_XVIII1135 
 0630-94-(6-6-06)_F04 3.00E-25 112 709848 estExt_Genewise1_v1.C_LG_II0296 
 0891-94-(6-5-06)_C12 1.00E-24 110 294622 gw1.70.75.1 
 0071_B05(Rev4-21-06) 1.00E-24 110 549842 eugene3.00012283 
 1110-94-(6-9-06)_B08 2.00E-24 110 568920 eugene3.0011 934 
 0904-94-(6-14-06)_G10 2.00E-24 109 421750 gw1.XII.210.1 
 0617-94-(6-6-06)_A03 4.00E-24 108 783326 fgenesh4_pg.C_scaffold_88000019 
 Contig\113 5.00E-24 108 707534 estExt_Genewise1_v1.C_LG_I4397 
 Contig\28 8.00E-24 107 557797 eugene3.00091057 
 0010-93-G12(4-21-06) 9.00E-24 105 746969 estExt_Genewise1_v1.C_2320006 
 0885-94-(6-5-06)_E11 4.00E-23 105 752629 fgenesh4_pg.C_LG_I002232 
 0721-94-(6-7-06)_E03 4.00E-23 105 273904 gw1.162.1.1 
 0714-94-(6-7-06)_F02 5.00E-23 105 825556 estExt_fgenesh4_pg.C_LG_XVII0378 
 0280-94(5-31-06)_005 9.00E-23 104 230669 gw1.X.5366.1 
 Contig\184 1.00E-22 103 649767 grail3.0001075101 
 0644-94-(6-6-06)_D06 4.00E-22 102 758269 fgenesh4_pg.C_LG_III001811 
 0518-94-(6-8-06)_B03 4.00E-22 101 563608 eugene3.0008 203 
 1147-94-(6-9-
06Truncated)_G12 
2.00E-21 97 801345 fgenesh4_pm.C_LG_V000437 
 0024-94(5-31-06)_001 4.00E-21 99 416572 gw1.VI.9451 
 0134-94-F03(5-9-06) 1.00E-20 97 665630 grail3.0095006401 
 0580-94-(6-8-06)_D09 3.00E-20 96 642208 grail3.0032001401 
 1092-94-(6-2-06)_B12 5.00E-20 93 659564 grail3.0022016401 
 0087-94-F08(4-28-06) 5.00E-20 95 820452 estExt_fgenesh4_pg.C_LG_VIII0671 
 0016-93-A12(4-21-06) 4.00E-18 89 816422 estExt_fgenesh4_pg.C_LG_II1017 
 0085-94-D08(4-28-06) 5.00E-18 88 262067 gw1.XVIII.2608.1 
 Contig\163 3.00E-17 86 176152 gw1.I.4752.1 
 0139-94-C04(5-9-06) 3.00E-17 86 770387 fgenesh4_pg.C_LG_X001877 
 0676-94-(6-6-06)_D10 1.00E-16 84 571396 eugene3.001 760 
 0945-94-(6-15-06)_H03 2.00E-16 83 667058 grail3.0005062601 
 0019-94_008(5-31-06) 9.00E-16 81 596129 eugene3.00770103 
 1120-94-(6-9-06)_D09 1.00E-15 81 571876 eugene3.001 1240 
 0226-94-C10(5-10-06) 2.00E-15 79 644342 grail3.0033030801 
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 Contig\4 1.00E-14 77 200562 gw1.IX.1027.1 
 0737-94-(6-7-06)_E05 1.00E-14 77 177037 gw1.I.5637.1 
 Contig\177 4.00E-14 76 562170 eugene3.00070108 
 0286-94(5-31-06)_002 9.00E-14 74 762402 fgenesh4_pg.C_LG_VI000712 
 0647-94-(6-6-06)_G06 1.00E-13 74 573846 eugene3.00190320 
 0365-94-(6-12-06)_B08 1.00E-13 74 227541 gw1.X.2238.1 
 1115-94-(6-9-06)_G08 2.00E-13 73 559654 eugene3.00051269 
 0695-94-(6-6-06)_G12 1.00E-12 71 783210 fgenesh4_pg.C_scaffold_86000070 
 0235-94-D11(5-10-06) 2.00E-11 66 829866 estExt_fgenesh4_pm.C_LG_I1097 
 Contig\64 3.00E-11 66 570710 eugene3.00130074 
 0627-94-(6-6-06)_C04 4.00E-11 65 568923 eugene3.00110937 
 0803-94-(6-5-06)_C01 1.00E-10 64 230616 gw1.X.5313.1 
 0042-93-G08(4-21-06) 1.00E-10 64 647368 grail3.0074013501 
 0237-94-F11(5-10-06) 2.00E-10 63 820472 estExt_fgenesh4_pg.C_LG_VIII0722 
 0571-94-(6-8-06)_F08 6.00E-10 62 264725 gw1.118.213.1 
 0826-94-(6-5-06)_B04 2.00E-09 60 423773 gw1.29.285.1 
 0594-94-(6-8-06)_A11 2.00E-09 60 418033 gw1.VI.2406.1 
 0433-94-(6-27-06)_D06 2.00E-09 60 575532 eugene3.0015 927 
 1084-94-(6-2-06)_B11 3.00E-09 59 205284 gw1.V.685.1 
 1146-94-(6-9-06)_F12 4.00E-09 59 751593 fgenesh4_pg.C_LG_I001196 
 0790-94-(6-7-06)_F11 5.00E-09 59 551164 eugene3.00020479 
 0592-94-(6-8-06)_G10 2.00E-08 57 642306 grail3.0032009701 
 1124-94-(6-9-06)_H09 1.00E-07 54 829985 estExt_fgenesh4_pm.C_LG_II0021 
 Contig\56 1.00E-06 50 552310 eugene3.00021625 
 0117-94-D12(4-28-06) 1.00E-06 50 550250 eugene3.00012691 
 Contig\67 e-100 363 719424 estExt_Genewise1_v1.C_LG_VII3310 
 Contig\166 e-100 363 827456 estExt_fgenesh4_pg.C_860050 
 1169-94-(6-15-06)_G05 e-100 362 592912 eugene3.00440247 
 1126-94-(6-9-06)_B10 e-100 362 293950 gw1.66.623.1 
 0943-94-(6-16-06)_F12 e-100 363 815615 estExt_fgenesh4_pg.C_LG_I2387 
 0910-94-(6-14-06)_E11 e-100 361 814508 estExt_fgenesh4_kg.C_LG_XIX0006 
 0844-94-(6-5-06)_D06 e-100 360 746317 estExt_Genewise1_v1.C_1700073 
 0759-94-(6-7-06)_C08 e-100 362 655450 grail3.00190304 1 
 0583-94-(6-8-06)_F09 e-100 360 766588 fgenesh4_pg.C_LG_VIII001602 
 0347-94-(6-12-06)_F06 e-100 361 713522 estExt_Genewise1_v1.C_LG_IV1715 
 Contig\16 e-101 363 671531 grail3.0131005102 
 1054-94-(6-2-06)_E07 e-101 364 651225 grail3.0083029 1 
 0660-94-(6-6-06)_D08 e-101 363 570537 eugene3.00121190 
 0394-94-(6-8-06)_C12 e-101 366 671531 grail3.0131005 2 
 Contig\180 e-102 367 661644 grail3.0031027502 
 Contig\146 e-102 367 736748 estExt_Genewise1_v1.C_LG_XVIII0619 
 Contig\111 e-102 369 659520 grail3.0022013602 
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 1178-94-(6-15-06)_E06 e-102 369 289054 gw1.44.267.1 
 1152-94-(6-15-06)_D04 e-102 366 745223 estExt_Genewise1_v1.C_1460016 
 1135-94-(6-9-06)_C11 e-102 367 814139 estExt_fgenesh4_kg.C_LG_X0022 
 1130-94-(6-9-06)_F10 e-102 366 659198 grail3.0006058 1 
 1096-94-(6-2-06)_F12 e-102 368 663292 grail3.0055069 1 
 1047-94-(6-2-06)_F06 e-102 366 215931 gw1.VII.236.1 
 0919-94-(6-14-06)_F12 e-102 368 412325 gw1.II.3660.1 
 0613-94-(6-6-06)_E02 e-102 367 836675 estExt_fgenesh4_pm.C_660024 
 0440-94-(6-16-06)_H02 e-102 367 571873 eugene3.0011237 
 0363-94-(6-12-06)_H07 e-102 367 560059 eugene3.00060018 
 0325-94-(6-14-06)_E02 e-102 368 649691 grail3.000168602 
 0312-94-(6-9-06)_A01 e-102 368 746680 estExt_Genewise1_v1.C_2000046 
 0295-94(5-31-06)_003 e-102 369 561154 eugene3.00061113 
 0192-94-A06(5-10-06) e-102 366 716206 estExt_Genewise1_v1.C_LG_V3745 
 0119-94-F12(4-28-06) e-102 367 215747 gw1.VII.52.1 
 0110-94-E11(4-28-06) e-102 366 833028 estExt_fgenesh4_pm.C_LG_IX0206 
 Contig\93 e-103 370 595045 eugene3.00660239 
 Contig\5 e-103 372 711792 estExt_Genewise1_v1.C_LG_III0403 
 1188-94-(6-15-06)_C07 e-103 370 561376 eugene3.00061335 
 0133-94-E03(5-9-06) e-103 372 725225 estExt_Genewise1_v1.C_LG_X3050 
 Contig\55 e-104 375 662171 grail3.0015028601 
 0666-94-(6-6-06)_B09 e-104 375 833728 estExt_fgenesh4_pm.C_LG_X0673 
 0465-94-(6-16-06)_G05 e-104 375 833062 estExt_fgenesh4_pm.C_LG_IX0254 
 0451-94-(6-16-06)_A04 e-104 375 174243 gw1.I.2843.1 
 0400-94-(6-8-06)_H12 e-104 375 650389 grail3.0001126601 
 0233-94-B11(5-10-06) e-104 374 249816 gw1.XIX.2216.1 
 0147-94-C05(5-9-06) e-104 373 582750 eugene3.01420057 
 Contig\85 e-105 377 226137 gw1.X.834.1 
 Contig\195 e-105 377 830724 estExt_fgenesh4_pm.C_LG_III0184 
 Contig\153 e-105 377 814181 estExt_fgenesh4_kg.C_LG_X0064 
 0896-94-(6-5-06)_H12 e-105 379 819064 estExt_fgenesh4_pg.C_LG_VI0432 
 0686-94-(6-6-06)_F11 e-105 379 572536 eugene3.00140581 
 0275-94(5-31-06)_012 e-105 378 656079 grail3.00490195 1 
 0225-94-B10(5-10-06) e-105 377 830952 estExt_fgenesh4_pm.C_LG_III0602 
 0163-94-C07(5-5-06) e-105 377 262082 gw1.XVIII.2623.1 
 0072-94-F01(5-9-06) e-105 376 666576 grail3.0005023 1 
 Contig\95 e-106 380 550764 eugene3.00020079 
 Contig\165 e-106 380 663729 grail3.0126006201 
 0886-94-(6-5-06)_F11 e-106 382 558898 eugene3.00050513 
 0710-94-(6-7-06)_B02 e-106 382 564926 eugene3.00081521 
 0525-94-(6-8-06)_A04 e-106 381 820895 estExt_fgenesh4_pg.C_LG_VIII1741 
 Contig\198 e-107 383 816898 estExt_fgenesh4_pg.C_LG_II2402 
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 Contig\157 e-107 385 570685 eugene3.00130049 
 Contig\136 e-107 385 834816 estExt_fgenesh4_pm.C_LG_XIV0229 
 1061-94-(6-2-06)_C08 e-107 385 412805 gw1.II.4140. 
 1042-94-(6-15-06)_E12 e-107 385 823927 estExt_fgenesh4_pg.C_LG_XIV0200 
 0733-94-(6-7-06)_A05 e-107 385 577200 eugene3.00161335 
 0626-94-(6-6-06)_B04 e-107 384 773462 fgenesh4_pg.C_LG_XII001237 
 0539-94-(6-8-06)_G05 e-107 385 551463 eugene3.00020778 
 0426-94-(6-16-06)_B01 e-107 385 415786 gw1.VI.159. 
 0385-94-(6-12-06)_B10 e-107 384 409839 gw1.II.1174.  
 0245-94-F12(5-10-06) e-107 385 660497 grail3.00910103 2 
 Contig\66 e-108 389 709305 estExt_Genewise1_v1.C_LG_I8866 
 Contig\61 e-108 389 570685 eugene3.00130049 
 Contig\40 e-108 387 823215 estExt_fgenesh4_pg.C_LG_XII0215 
 1078-94-(6-2-06)_D10 e-108 388 410678 gw1.II.2013.1 
 1032-94-(6-16-06)_D06 e-108 389 410548 gw1.II.1883.1 
 0815-94-(6-14-06)_E05 e-108 389 772921 fgenesh4_pg.C_LG_XII000696 
 0652-94-(6-6-06)_D07 e-108 387 198370 gw1.IV.3459.1 
 0606-94-(6-6-06)_F01 e-108 386 764756 fgenesh4_pg.C_LG_VII001101 
 0532-94-(6-8-06)_H04 e-108 389 249204 gw1.XIX.1604.1 
 0326-94-(6-14-06)_F02 e-108 388 800401 fgenesh4_pm.C_LG_IV000088 
 006-94-E05(4-28-06) e-108 387 643921 grail3.00030956 2 
 Contig\100 e-109 392 815675 estExt_fgenesh4_pg.C_LG_I2562 
 1179-94-(6-15-06)_F06 e-109 390 574687 eugene3.00150082 
 1086-94-(6-2-06)_D11 e-109 391 281234 gw1.273.26.1 
 0911-94-(6-14-06)_F11 e-109 390 830731 estExt_fgenesh4_pm.C_LG_III0194 
 0548-94-(6-8-06)_H06 e-109 392 592408 eugene3.04210001 
 0137-94-A04(5-9-06) e-109 390 816499 estExt_fgenesh4_pg.C_LG_II1199 
 Contig\96 e-110 394 592879 eugene3.00440214 
 1193-94-(6-15-06)_E07 e-110 394 766426 fgenesh4_pg.C_LG_VIII001440 
 1017-94-(6-2-06)_H02 e-110 395 804902 fgenesh4_pm.C_LG_X000208 
 0918-94-(6-14-06)_E12 e-110 396 573860 eugene3.00190334 
 0546-94-(6-8-06)_F06 e-110 394 245919 gw1.XIV.2662.1 
 0463-94-(6-16-06)_E05 e-110 395 594744 eugene3.06600002 
 Contig\160 e-111 399 660167 grail3.0106013901 
 Contig\149 e-111 399 576525 eugene3.00160660 
 Contig\108 e-111 397 416620 gw1.VI.993.1 
 0200-94-A07(5-10-06) e-111 398 416267 gw1.VI.640.1 
 Contig\7 e-112 402 834674 estExt_fgenesh4_pm.C_LG_XIII0470 
 Contig\60 e-112 402 783291 fgenesh4_pg.C_scaffold_86000151 
 Contig\39 e-112 400 415875 gw1.VI.248.1 
 Contig\106 e-112 402 735866 estExt_Genewise1_v1.C_LG_XVI3692 
 1159-94-(6-15-06)_A05 e-112 400 777162 fgenesh4_pg.C_LG_XVI000404 
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 1137-94-(6-9-06)_E11 e-112 400 732365 estExt_Genewise1_v1.C_LG_XIV3568 
 1050-94-(6-2-06)_A07 e-112 402 196418 gw1.IV.1507.1 
 1002-94-(6-2-06)_B01 e-112 402 834449 estExt_fgenesh4_pm.C_LG_XIII0025 
 0726-94-(6-7-06)_B04 e-112 402 811813 fgenesh4_pm.C_scaffold_182000007 
 Contig\91 e-113 405 802053 fgenesh4_pm.C_LG_VI0004 
 Contig\114 e-113 404 824891 estExt_fgenesh4_pg.C_LG_XV1053 
 1194-94-(6-15-06)_F07 e-113 404 755405 fgenesh4_pg.C_LG_II001585 
 1105-94-(6-9-06)_E07 e-113 406 567840 eugene3.00102398 
 0713-94-(6-7-06)_E02 e-113 404 254922 gw1.XVI.861.1 
 0459-94-(6-16-06)_A05 e-113 405 287651 gw1.41.136. 
 0115-94-B12(4-28-06) e-113 403 658469 grail3.01750017 1 
 Contig\171 e-114 407 287051 gw1.40.811.1 
 Contig\132 e-114 408 654220 grail3.0013046101 
 1039-94-(6-2-06)_F05 e-114 407 831312 estExt_fgenesh4_pm.C_LG_IV0530 
 1034-94-(6-14-06)_F08 e-114 407 417380 gw1.VI.1753.1 
 0766-94-(6-7-06)_A09 e-114 406 672511 grail3.0146000801 
 0445-94-(6-16-06)_D03 e-114 408 562605 eugene3.00070543 
 0439-94-(6-16-06)_G02 e-114 408 175303 gw1.I.3903.1 
 0242-94-C12(5-10-06) e-114 407 592879 eugene3.00440214 
 Contig\112 e-115 412 822504 estExt_fgenesh4_pg.C_LG_X1886 
 1139-94-(6-9-06)_G11 e-115 410 771158 fgenesh4_pg.C_LG_XI000311 
 0871-94-(6-14-06)_G06 e-115 410 659295 grail3.015402001 
 0762-94-(6-7-06)_F08 e-115 409 836840 estExt_fgenesh4_pm.C_860049 
 0661-94-(6-6-06)_E08 e-115 410 416714 gw1.VI.1087.1 
 0587-94-(6-8-06)_B10 e-115 411 645427 grail3.00210239 1 
 0359-94-(6-12-06)_D07 e-115 411 658536 grail3.00062201 
 0350-94-(6-9-06)_G04 e-115 412 816035 estExt_fgenesh4_pg.C_LG_II0263 
 0209-94-B08(5-10-06) e-115 411 832631 estExt_fgenesh4_pm.C_LG_VIII0340 
 0097-94-H09(4-28-06) e-115 410 232836 gw1.XI.816.1 
 Contig\167 e-116 414 830495 estExt_fgenesh4_pm.C_LG_II0962 
 Contig\135 e-116 413 551994 eugene3.00021309 
 1118-94-(6-9-06)_B09 e-116 414 773603 fgenesh4_pg.C_LG_XIII000057 
 0944-94-(6-15-06)_G03 e-116 414 592181 eugene3.00410024 
 0611-94-(6-6-06)_C02 e-116 414 673917 grail3.17570002 2 
 0323-94-(6-9-06)_C02 e-116 414 196703 gw1.IV.1792.1 
 0307-94-(6-12-06)_F05 e-116 415 752684 fgenesh4_pg.C_LG_I002287 
 0030-94-E01(4-28-06) e-116 414 804616 fgenesh4_pm.C_LG_IX000663 
 Contig\97 e-117 418 231096 gw1.X.5793.1 
 Contig\78 e-117 419 724697 estExt_Genewise1_v1.C_LG_X2172 
 Contig\206 e-117 418 198725 gw1.IV.3814.1 
 Contig\154 e-117 417 775808 fgenesh4_pg.C_LG_XV000236 
 Contig\138 e-117 419 548890 eugene3.00011331 
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 Contig\101 e-117 417 828703 estExt_fgenesh4_pg.C_2040024 
 0788-94-(6-7-06)_D11 e-117 417 172693 gw1.I.1293.1 
 0671-94-(6-6-06)_G09 e-117 416 549239 eugene3.00011680 
 0605-94-(6-6-06)_E01 e-117 417 423789 gw1.29.301.1 
 0250-94(5-31-06)_009 e-117 418 554016 eugene3.00030649 
 Contig\75 e-118 421 552617 eugene3.00021932 
 Contig\139 e-118 419 713477 estExt_Genewise1_v1.C_LG_IV1582 
 Contig\127 e-118 422 717966 estExt_Genewise1_v1.C_LG_VI2910 
 1151-94-(6-15-06)_C04 e-118 420 831563 estExt_fgenesh4_pm.C_LG_V0447 
 1089-94-(6-2-06)_G11 e-118 419 712298 estExt_Genewise1_v1.C_LG_III1640 
 1031-94-(6-2-06)_F04 e-118 421 673777 grail3.01700021 1 
 0851-94-(6-5-06)_C07 e-118 420 706403 estExt_Genewise1_v1.C_LG_I1765 
 0748-94-(6-7-06)_H06 e-118 420 583604 eugene3.01520008 
 0747-94-(6-7-06)_G06 e-118 422 783302 fgenesh4_pg.C_scaffold_86000162 
 0744-94-(6-7-06)_D06 e-118 422 733616 estExt_Genewise1_v1.C_LG_XV2116 
 0378-94-(6-12-06)_E09 e-118 421 254849 gw1.XVI.7881 
 0249-94(5-31-06)_007 e-118 422 803920 fgenesh4_pm.C_LG_VIII000875 
 0238-94-G11(5-10-06) e-118 422 760304 fgenesh4_pg.C_LG_V000356 
 Contig\8 e-119 423 814132 estExt_fgenesh4_kg.C_LG_X0015 
 Contig\29 e-119 425 553916 eugene3.00030549 
 1123-94-(6-9-06)_G09 e-119 423 835204 estExt_fgenesh4_pm.C_LG_XV0274 
 0763-94-(6-7-06)_G08 e-119 425 256525 gw1.XVI.2464.1 
 0707-94-(6-7-06)_G01 e-119 424 834815 estExt_fgenesh4_pm.C_LG_XIV0228 
 0679-94-(6-6-06)_G10 e-119 424 742170 estExt_Genewise1_v1.C_700420 
 0534-94-(6-8-06)_B05 e-119 423 560425 eugene3.00060384 
 0507-94-(6-8-06)_G01 e-119 424 241081 gw1.XIII.1330.1 
 0356-94-(6-12-06)_A07 e-119 424 727951 estExt_Genewise1_v1.C_LG_XI2776 
 Contig\74 e-120 428 679906 grail3.0066011001 
 Contig\182 e-120 427 420499 gw1.VIII.1927.1 
 1052-94-(6-2-06)_C07 e-120 427 249362 gw1.XIX.1762.1 
 0745-94-(6-7-06)_E06 e-120 429 652366 grail3.0024052 1 
 0684-94-(6-6-06)_D11 e-120 426 832983 estExt_fgenesh4_pm.C_LG_IX0135 
 0672-94-(6-6-06)_H09 e-120 428 716898 estExt_Genewise1_v1.C_LG_VI0423 
 0556-94-(6-12-06)_H10 e-120 427 548687 eugene3.00011128 
 Contig\185 e-121 432 819468 estExt_fgenesh4_pg.C_LG_VI1497 
 1163-94-(6-15-06)_C05 e-121 432 835719 estExt_fgenesh4_pm.C_LG_XVII0156 
 1142-94-(6-9-06)_B12 e-121 431 552033 eugene3.00021348 
 0774-94-(6-7-06)_H09 e-121 430 172927 gw1.I.1527.1 
 0060-94-C05(4-28-06) e-121 430 819223 estExt_fgenesh4_pg.C_LG_VI0826 
 Contig\15 e-122 433 833774 estExt_fgenesh4_pm.C_LG_X0749 
 Contig\140 e-122 434 561994 eugene3.00061953 
 1187-94-(6-15-06)_B07 e-122 433 820414 estExt_fgenesh4_pg.C_LG_VIII0583 
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 0767-94-(6-7-06)_B09 e-122 434 181230 gw1.I.9830.1 
 0648-94(6-6-06)_H06 e-122 434 560912 eugene3.00060871 
 0549-94-(6-12-06)_F10 e-122 433 816211 estExt_fgenesh4_pg.C_LG_II0615 
 0390-94-(6-8-06)_G11 e-122 434 418724 gw1.VIII.152.  
 1010-94-(6-2-06)_B02 e-123 436 775989 fgenesh4_pg.C_LG_XV000417 
 1009-94-(6-2-06)_A02 e-123 437 836427 estExt_fgenesh4_pm.C_400084 
 1008-94-(6-2-06)_H01 e-123 436 798380 fgenesh4_pm.C_LG_II000069 
 0065-94-H05(4-28-06) e-123 438 799184 fgenesh4_pm.C_LG_II000873 
 Contig\159 e-124 441 409495 gw1.II.830.1 
 Contig\14 e-124 440 578578 eugene3.00180802 
 0801-94-(6-5-06)_A01 e-124 442 174072 gw1.I.2672.1 
 0719-94-(6-7-06)_C03 e-124 442 218470 gw1.VII.2775.1 
 0709-94-(6-7-06)_A02 e-124 441 829431 estExt_fgenesh4_pm.C_LG_I0291 
 0523-94-(6-8-06)_G03 e-124 442 827034 estExt_fgenesh4_pg.C_570040 
 0230-94(5-31-06)_014 e-124 441 564336 eugene3.00080931 
 0032-94-G01(4-28-06) e-124 441 825536 estExt_fgenesh4_pg.C_LG_XVII0338 
 Contig\196 e-125 443 556695 eugene3.00041408 
 1005-94-(6-2-06)_E01 e-125 446 820696 estExt_fgenesh4_pg.C_LG_VIII1203 
 0793-94-(6-14-06)_C05 e-125 442 827081 estExt_fgenesh4_pg.C_570132 
 0778-94-(6-7-06)_C10 e-125 446 752623 fgenesh4_pg.C_LG_I002226 
 0519-94-(6-8-06)_C03 e-125 446 780863 fgenesh4_pg.C_LG_XIX001002 
 0398-94-(6-8-06)_F12 e-125 442 727295 estExt_Genewise1_v1.C_LG_XI0896 
 0311-94(5-31-06)_016 e-125 442 836380 estExt_fgenesh4_pm.C_290161 
 0303-94(5-31-06)_002 e-125 444 832139 estExt_fgenesh4_pm.C_LG_VI0765 
 Contig\41 e-126 447 729141 estExt_Genewise1_v1.C_LG_XII1843 
 Contig\197 e-126 446 420524 gw1.VIII.1952.1 
 0808-94-(6-5-06)_H01 e-126 447 824615 estExt_fgenesh4_pg.C_LG_XV0398 
 1007-94-(6-2-06)_G01 e-127 451 804521 fgenesh4_pm.C_LG_IX000568 
 0716-94-(6-14-06)_H04 e-127 451 572117 eugene3.00140162 
 0678-94-(6-6-06)_F10 e-127 450 730906 estExt_Genewise1_v1.C_LG_XIV0850 
 0528-94-(6-8-06)_D04 e-127 450 753234 fgenesh4_pg.C_LG_I002837 
 Contig\76 e-128 455 736462 estExt_Genewise1_v1.C_LG_XVII1414 
 Contig\65 e-128 454 816029 estExt_fgenesh4_pg.C_LG_II0244 
 Contig\18 e-128 453 737716 estExt_Genewise1_v1.C_LG_XVIII2665 
 Contig\144 e-128 454 552515 eugene3.00021830 
 Contig\143 e-128 456 711461 estExt_Genewise1_v1.C_LG_II3807 
 1138-94-(6-9-06)_F11 e-128 454 664956 grail3.00120386 1 
 1090-94-(6-2-06)_H11 e-128 455 822312 estExt_fgenesh4_pg.C_LG_X1515 
 0838-94-(6-5-06)_F05 e-128 453 834297 estExt_fgenesh4_pm.C_LG_XII0228 
 0799-94-(6-7-06)_F12 e-128 454 835283 estExt_fgenesh4_pm.C_LG_XV0396 
 0377-94-(6-12-06)_D09 e-128 455 761626 fgenesh4_pg.C_LG_V001678 
 0148-94-D05(5-9-06) e-128 452 725677 estExt_Genewise1_v1.C_LG_X3923 
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 0074-94-A07(4-28-06) e-128 455 829577 estExt_fgenesh4_pm.C_LG_I0571 
 Contig\174 e-129 457 837466 estExt_fgenesh4_pm.C_1660029 
 0884-94-(6-5-06)_D11 e-129 459 824511 estExt_fgenesh4_pg.C_LG_XV0082 
 0464-94-(6-16-06)_F05 e-129 459 288212 gw1.41.697.1 
 0346-94-(6-9-06)_D04 e-129 457 720563 estExt_Genewise1_v1.C_LG_VIII1629 
 0332-94-(6-9-06)_A03 e-129 459 643752 grail3.0003082501 
 Contig\192 e-130 461 652979 grail3.0023018201 
 Contig\145 e-130 461 837007 estExt_fgenesh4_pm.C_1220043 
 1143-94-(6-9-06)_C12 e-130 460 821451 estExt_fgenesh4_pg.C_LG_IX1052 
 1072-94-(6-2-06)_F09 e-130 461 816957 estExt_fgenesh4_pg.C_LG_II2510 
 0839-94-(6-14-06)_C06 e-130 462 571289 eugene3.0010653 
 0566-94-(6-8-06)_A08 e-130 461 733116 estExt_Genewise1_v1.C_LG_XV1100 
 0538-94-(6-8-06)_F05 e-130 459 715033 estExt_Genewise1_v1.C_LG_V0974 
 0298-94(5-31-06)_009 e-130 460 810417 fgenesh4_pm.C_scaffold_66000095 
 0283-94(5-31-06)_011 e-130 461 565435 eugene3.00082030 
 Contig\90 e-131 465 570685 eugene3.00130049 
 0624-94-(6-6-06)_H03 e-131 466 592757 eugene3.00440092 
 0547-94-(6-8-06)_G06 e-131 465 719543 estExt_Genewise1_v1.C_LG_VII3592 
 0449-94-(6-27-06)_G06 e-131 466 742855 estExt_Genewise1_v1.C_880303 
 0362-94-(6-12-06)_G07 e-131 463 713683 estExt_Genewise1_v1.C_LG_IV2251 
 Contig\36 e-132 466 828898 estExt_fgenesh4_pg.C_6580001 
 Contig\12 e-132 467 649581 grail3.0001059501 
 0468-94-(6-16-06)_B06 e-132 468 584435 eugene3.0160004 
 0319-94-(6-9-06)_G01 e-132 466 285870 gw1.3811.3.1 
 0282-94(5-31-06)_009 e-132 466 282224 gw1.28.798.1 
 1174-94-(6-15-06)_D06 e-133 470 796681 fgenesh4_pg.C_scaffold_57000060 
 0805-94-(6-5-06)_E01 e-133 470 576599 eugene3.00160734 
 0621-94-(6-6-06)_E03 e-133 470 827164 estExt_fgenesh4_pg.C_640219 
 0361-94-(6-12-06)_F07 e-133 471 420355 gw1.VIII.1783.1 
 0259-94(5-31-06)_012 e-133 472 563449 eugene3.00080044 
 0232-94-A11(5-10-06) e-133 472 658487 grail3.0175003001 
 Contig\183 e-134 474 277221 gw1.193.71.1 
 1088-94-(6-2-06)_F11 e-134 474 174225 gw1.I.2825.1 
 0698-94-(6-12-06)_G12 e-134 475 827990 estExt_fgenesh4_pg.C_1310041 
 Contig\109 e-135 476 572775 eugene3.00140820 
 Contig\103 e-135 479 176020 gw1.I.4620.1 
 1081-94-(6-2-06)_G10 e-135 476 245147 gw1.XIV.1890.1 
 0858-94-(6-5-06)_B08 e-135 477 780930 fgenesh4_pg.C_scaffold_28000012 
 0612-94-(6-6-06)_D02 e-135 478 835242 estExt_fgenesh4_pm.C_LG_XV0330 
 0898-94-(6-14-06)_H07 e-136 479 827930 estExt_fgenesh4_pg.C_1290056 
 0797-94-(6-7-06)_E12 e-136 481 828262 estExt_fgenesh4_pg.C_1470039 
 0768-94-(6-7-06)_C09 e-136 479 807002 fgenesh4_pm.C_LG_XIII000302 
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 1046-94-(6-2-06)_E06 e-137 483 709907 estExt_Genewise1_v1.C_LG_II0445 
 Contig\92 e-138 486 819597 estExt_fgenesh4_pg.C_LG_VI1784 
 Contig\193 e-138 488 233519 gw1.XI.1499.1 
 Contig\128 e-138 486 741505 estExt_Genewise1_v1.C_640417 
 0813-94-(6-5-06)_E02 e-138 488 227389 gw1.X.2086.1 
 0614-94-(6-6-06)_F02 e-138 488 776276 fgenesh4_pg.C_LG_XV000704 
 0427-94-(6-16-06)_C01 e-138 488 764015 fgenesh4_pg.C_LG_VII000360 
 1133-94-(6-9-06)_A11 e-139 490 774660 fgenesh4_pg.C_LG_XIV000570 
 1016-94-(6-2-06)_G02 e-139 492 673211 grail3.01580022 2 
 0234-94-C11(5-10-06) e-139 490 653103 grail3.00230284 2 
 Contig\151 e-140 496 418949 gw1.VIII.377.1 
 0701-94-(6-7-06)_A01 e-140 494 781965 fgenesh4_pg.C_scaffold_44000095 
 0641-94-(6-6-06)_A06 e-141 497 831444 estExt_fgenesh4_pm.C_LG_V0246 
 0616-94-(6-6-06)_H02 e-141 496 720187 estExt_Genewise1_v1.C_LG_VIII0790 
 0568-94-(6-8-06)_C08 e-141 497 831066 estExt_fgenesh4_pm.C_LG_IV0065 
 0247-94(5-31-06)_003 e-141 498 725818 estExt_Genewise1_v1.C_LG_X4345 
 0020-94_010(5-31-06) e-141 497 642209 grail3.0032015 1 
 0665-94-(6-6-06)_A09 e-142 499 827359 estExt_fgenesh4_pg.C_700188 
 0609-94-(6-6-06)_A02 e-142 500 783905 fgenesh4_pg.C_scaffold_120000045 
 0520-94-(6-8-06)_D03 e-142 500 804555 fgenesh4_pm.C_LG_IX000602 
 0455-94-(6-16-06)_E04 e-142 502 576910 eugene3.00161045 
 0860-94-(6-5-06)_D08 e-143 503 423272 gw1.XII.1732.1 
 1141-94-(6-9-06)_A12 e-144 507 226026 gw1.X.723.1 
 0393-94-(6-8-06)_B12 e-144 508 573768 eugene3.00190242 
 1310-94-(6-16-06)_D07 e-145 510 737670 estExt_Genewise1_v1.C_LG_XVIII2568 
 0743-94-(6-7-06)_C06 e-145 512 646071 grail3.0096050 1 
 0727-94-(6-7-06)_C04 e-145 509 416488 gw1.VI.861.1 
 0515-94-(6-8-06)_G02 e-145 512 743464 estExt_Genewise1_v1.C_1220082 
 0217-94-(6-16-06)_B09 e-145 512 199716 gw1.IX.181. 
 Contig\94 e-146 513 195427 gw1.IV.516.1 
 Contig\115 e-146 514 835057 estExt_fgenesh4_pm.C_LG_XV0031 
 0506-94-(6-8-06)_F01 e-146 513 264686 gw1.118.174.1 
 Contig\89 e-147 517 718612 estExt_Genewise1_v1.C_LG_VII1503 
 Contig\42 e-147 517 652670 grail3.0024031501 
 Contig\152 e-147 517 816703 estExt_fgenesh4_pg.C_LG_II1760 
 1113-94-(6-9-06)_E08 e-147 516 832093 estExt_fgenesh4_pm.C_LG_VI0678 
 1019-94-(6-2-06)_B03 e-147 518 225877 gw1.X.574.1 
 0888-94-(6-5-06)_H11 e-147 516 818330 estExt_fgenesh4_pg.C_LG_V0296 
 0734-94-(6-7-06)_B05 e-147 519 819068 estExt_fgenesh4_pg.C_LG_VI0439 
 0940-94-(6-15-06)_C03 e-148 520 249183 gw1.XIX.1583.1 
 0825-94-(6-5-06)_A04 e-149 524 589556 eugene3.0028292 
 1028-94-(6-2-06)_C04 e-150 529 821804 estExt_fgenesh4_pg.C_LG_X0404 
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 Contig\133 e-151 530 411695 gw1.II.3030.1 
 Contig\102 e-151 532 676675 grail3.0029028801 
 1071-94-(6-2-06)_E09 e-151 531 268089 gw1.131.91.1 
 0699-94-(6-12-06)_H12 e-151 532 807853 fgenesh4_pm.C_LG_XV000064 
 0544-94-(6-8-06)_D06 e-152 533 752731 fgenesh4_pg.C_LG_I002334 
 0453-94-(6-16-06)_C04 e-152 535 640119 grail3.000817001 
 1030-94-(6-2-06)_E04 e-153 536 709180 estExt_Genewise1_v1.C_LG_I8598 
 0842-94-(6-5-06)_B06 e-153 539 835709 estExt_fgenesh4_pm.C_LG_XVII0132 
 0814-94-(6-5-06)_F02 e-153 538 589553 eugene3.00280289 
 0437-94-(6-16-06)_E02 e-153 536 257619 gw1.XVI.3558.1 
 0336-94-(6-9-06)_D03 e-153 539 823130 estExt_fgenesh4_pg.C_LG_XI1340 
 0272-94(5-31-06)_006 e-153 537 175641 gw1.I.4241.1 
 Contig\21 e-154 542 724641 estExt_Genewise1_v1.C_LG_X2034 
 Contig\202 e-154 540 673777 grail3.0170002101 
 0596-94-(6-8-06)_C11 e-154 541 217453 gw1.VII.1758.1 
 0215-94(5-31-06)_012 e-154 542 225986 gw1.X.683.1 
 Contig\49 e-155 545 829778 estExt_fgenesh4_pm.C_LG_I0927 
 1097-94-(6-2-06)_G12 e-155 545 229734 gw1.X.4431.1 
 0294-94(5-31-06)_001 e-155 545 421146 gw1.VIII.2574.1 
 Contig\201 e-156 548 817666 estExt_fgenesh4_pg.C_LG_III1822 
 0855-94-(6-5-06)_G07 e-156 546 830445 estExt_fgenesh4_pm.C_LG_II0867 
 0143-94(5-31-06)_013 e-156 547 708892 estExt_Genewise1_v1.C_LG_I8040 
 Contig\51 e-159 559 652970 grail3.0023017401 
 Contig\137 e-159 559 717895 estExt_Genewise1_v1.C_LG_VI2708 
 Contig\118 e-159 557 729899 estExt_Genewise1_v1.C_LG_XIII1701 
 0429-94-(6-27-06)_B06 e-159 559 755473 fgenesh4_pg.C_LG_II001653 
 Contig\129 e-160 561 832869 estExt_fgenesh4_pm.C_LG_VIII0801 
 Contig\81 e-162 569 733819 estExt_Genewise1_v1.C_LG_XV2501 
 0926-94-(6-16-06)_D11 e-162 568 652454 grail3.002413201 
 0732-94-(6-14-06)_A05 e-162 566 296528 gw1.82.68.1 
 Contig\150 e-163 572 747123 estExt_Genewise1_v1.C_2730019 
 0434-94-(6-16-06)_B02 e-167 583 829808 estExt_fgenesh4_pm.C_LG_I0969 
 Contig\22 e-168 587 657524 grail3.0009037801 
 Contig\158 e-171 598 834622 estExt_fgenesh4_pm.C_LG_XIII0357 
 Contig\125 e-173 603 741188 estExt_Genewise1_v1.C_570107 
 Contig\105 e-177 619 765722 fgenesh4_pg.C_LG_VIII000736 
 Contig\87 No Hit    
 Contig\47 No Hit    
 Contig\45 No Hit    
 Contig\30 No Hit    
 Contig\178 No Hit    
 Contig\175 No Hit    
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 Contig\164 No Hit    
 Contig\134 No Hit    
 Contig\110 No Hit    
 Contig\11 No Hit    
 Contig\107 No Hit    
 1069-94-(6-2-06)_C09 No Hit    
 1027-94-(6-2-06)_B04 No Hit    
 0938-94-(6-15-06)_A03 No Hit    
 0927-94-(6-15-06)_F01 No Hit    
 0916-94-(6-14-06)_C12 No Hit    
 0894-94-(6-5-06)_F12 No Hit    
 0889-94-(6-5-06)_A12 No Hit    
 0849-94-(6-5-06)_A07 No Hit    
 0806-94-(6-5-06)_F01 No Hit    
 0791-94-(6-7-06)_G11 No Hit    
 0776-94-(6-7-06)_A10 No Hit    
 0760-94-(6-7-06)_D08 No Hit    
 0730-94-(6-7-06)_F04 No Hit    
 0718-94-(6-7-06)_B03 No Hit    
 0659-94-(6-6-06)_C08 No Hit    
 0638-94-(6-6-06)_F05 No Hit    
 0634-94-(6-6-06)_B05 No Hit    
 0604-94-(6-6-06)_D01 No Hit    
 0543-94-(6-8-06)_C06 No Hit    
 0521-94-(6-8-06)_E03 No Hit    
 0503-94-(6-8-06)_C01 No Hit    
 0452-94-(6-16-06)_B04 No Hit    
 0382-94-(6-12-06)_A10 No Hit    
 0367-94-(6-12-06)_D08 No Hit    
 0292-94(5-31-06)_014 No Hit    
 0270-94(5-31-06)_002 No Hit    
 0241-94-B12(5-10-06) No Hit    
 0229-94-F10(5-10-06) No Hit    
 0161-94-A07(5-5-06) No Hit    
 0136-94(5-31-06)_011 No Hit    
 0124-94-D02(5-9-06) No Hit    
 0052-94-C04(4-28-06) No Hit    
 0047-94-F03(4-28-06) No Hit    
 0037-94-D02(4-28-06) No Hit    
 0023-94_016(5-31-06) No Hit    
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APPENDIX J: UNIPROT BLASTX 
 
Query E-value Description 
 Contig\161 0 LOXC_ARATH Lipoxygenase, chloroplast precursor 
 Contig\200 0 ASPR_CUCPE Aspartic proteinase precursor 
 Contig\25 0 HSP80_SOLLC Heat shock cognate protein 80 
 1169-94-(6-
15-06)_G05 
2.00E-99 HSP82_TOBAC Heat shock protein 82 
 1179-94-(6-
15-06)_F06 
2.00E-99 6PGL4_ORYSJ Probable 6-phosphogluconolacton se 4, chloroplast precursor 
 Contig\27 2.00E-98 PIP15_ARATH Probable aquaporin PIP1-5 
 0684-94-(6-
6-06)_D11 
3.00E-98 EXLA1_ARATH Expansin-like A1 precursor 
 0726-94-(6-
7-06)_B04 
6.00E-98 TLP7_ARATH Tubby-like F-box protein 7 
 1188-94-(6-
15-06)_C07 
6.00E-98 FCL2_ARATH Putative GDP-L-fucose synthase 2 
 Contig\157 1.00E-97 XTH25_ARATH Probable xyloglucan endotransglucosylase/hydrolase 
protein 25 precursor 
 0606-94-(6-
6-06)_F01 
2.00E-97 IPYR_ORYSJ Soluble inorganic pyrophosphatase 
 Contig\173 4.00E-97 RAC2_LOTJA Rac-like GTP-binding protein RAC2 precursor 
 Contig\40 4.00E-97 TAP46_ARATH PP2A regulatory subunit TAP46 
 Contig\5 4.00E-97 ILL4_ARATH IAA-amino acid hydrolase ILR1-like 4 precursor 
 Contig\137 6.00E-97 CPK15_ARATH CBL-interacting serin /threonine-protein kinase 15  
 Contig\61 1.00E-96 XTH23_ARATH Probable xyloglucan e dotransglucosylase/hydrolase 
protein 23 precursor 
 Contig\91 1.00E-96 BGAL_SOLLC Beta-galactosidase precursor 
 0429-94-(6-
27-06)_B06 
4.00E-96 ODPA_PORYE Pyruvate dehydrogenase E1 component subunit alpha 
 0119-94-
F12(4-28-
06) 
5.00E-96 BCAT5_ARATH Branched-chain-amino-acid aminotransferase 5, chloroplast 
precursor 
 0233-94-
B11(5-10-
06) 
5.00E-96 BAK1_ARATH BRASSINOSTEROID INSENSITIVE 1-associated receptor 
kinase 1 precursor 
 0515-94-(6-
8-06)_G02 
5.00E-96 STT3A_MOUSE Dolichyl-diphosphooligosaccharide--protein  
glycosyltransferase subunit STT3A 
 Contig\182 6.00E-96 NHX7_ARATH Sodium/hydrogen exchanger 7 
 0525-94-(6-
8-06)_A04 
5.00E-95 TLP3_ARATH Tubby-like F-box protein 3 
 1019-94-(6-
2-06)_B03 
2.00E-94 DLDH_SYNY3 Dihydrolipoyl dehydrogenase 
 Contig\146 2.00E-94 CH10C_ARATH 20 kDa chaperonin, chloroplast precursor 
 0312-94-(6-
9-06)_A01 
2.00E-93 VA722_ARATH Vesicle-associated membrane protein 722 
 Contig\114 5.00E-93 GAOX1_ARATH Gibberellin 20 oxidase 1 
 1126-94-(6-
9-06)_B10 
9.00E-93 MSSP2_ARATH Monosaccharide-sensing protein 2 
444 
 
 
 1078-94-(6-
2-06)_D10 
5.00E-92 PBS1_ARATH Serine/threonine-protein kinase PBS1 
 Contig\70 5.00E-92 KAD2_ORYSJ Adenylate kinase B 
 0446-94-(6-
16-06)_E03 
9.00E-92 INVA_PHAAU Acid beta-fructofuranosidase precursor 
 0817-94-(6-
5-06)_A03 
1.00E-91 PAP13_ARATH Probable plastid-lipid-associated protein 13, chloroplast 
precursor 
 Contig\44 2.00E-91 RS92_ARATH 40S ribosomal protein S9-2 
 Contig\93 2.00E-91 CLCE_ARATH Chloride channel protein CLC-e 
 0431-94-(6-
16-06)_G01 
3.00E-91 HD1_BRANA Homeobox protein HD1 
 Contig\147 3.00E-91 R10A1_ARATH 60S ribosomal protein L10a-1 
 0307-94-(6-
12-06)_F05 
5.00E-91 CSN3_ARATH COP9 signalosome complex subunit 3 
 0536-94-(6-
8-06)_D05 
6.00E-91 SAR1A_ARATH GTP-binding protein SAR1A 
 1054-94-(6-
2-06)_E07 
9.00E-91 FBL92_ARATH F-box/LRR-repeat protein At5g49980 
 0607-94-(6-
6-06)_G01 
2.00E-90 PEL13_ARATH Probable pectate lyase 13 precursor 
 1125-94-(6-
9-06)_A10 
5.00E-90 VTI12_ARATH Vesicle transport v-SNARE 12 
 0326-94-(6-
14-06)_F02 
8.00E-90 PLT4_ARATH Probable polyol transporter 4 
 0755-94-(6-
7-06)_G07 
1.00E-89 CHMU_ARATH Chorismate mutase, chloroplast precursor 
 0030-94-
E01(4-28-
06) 
2.00E-89 TMK1_ARATH Putative receptor protein kinase TMK1 precursor 
 0642-94-(6-
6-06)_B06 
2.00E-89 ATP7_ARATH Probable ATP synthase 24 kDa subunit, mitochondrial 
precursor 
 1088-94-(6-
2-06)_F11 
2.00E-89 NBP35_YARLI Cytosolic Fe-S cluster assembling factor NBP35 
 1178-94-(6-
15-06)_E06 
4.00E-89 BGL17_ARATH Beta-galactosidase 17 precursor 
 0159-94(5-
31-06)_004 
5.00E-89 RHA1_ARATH Ras-related protein RHA1 
 0896-94-(6-
5-06)_H12 
5.00E-89 SAP11_ARATH Zinc finger AN1 and C2H2 domain-containing stress-
associated protein 11 
 Contig\122 7.00E-89 RL6_MESCR 60S ribosomal protein L6 
 0434-94-(6-
16-06)_B02 
1.00E-88 GLYM_PEA Serine hydroxymethyltransferase, mitochondrial  precursor 
 1105-94-(6-
9-06)_E07 
1.00E-88 PME3_PHAVU Pectinesterase-3 precursor 
 0657-94-(6-
6-06)_A08 
2.00E-88 RL183_ARATH 60S ribosomal protein L18-3 
 0107-94-(6-
12-06)_A04 
7.00E-88 UVH1_ARATH DNA repair endonuclease UVH1 
 0468-94-(6-
16-06)_B06 
8.00E-88 ABCF2_MOUSE ATP-binding cassette sub-family F member 2 
 1174-94-(6-
15-06)_D06 
2.00E-87 AROB_THICR 3-dehydroquinate synthase 
 Contig\108 2.00E-87 TLPH_ORYSJ Thaumatin-like protein precursor 
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 0447-94-(6-
16-06)_F03 
4.00E-87 SDF2_ARATH Stromal cell-derived factor 2-like protein precursor 
 Contig\126 4.00E-87 ARA3_ARATH Ras-related protein ARA-3 
 0923-94-(6-
15-06)_B01 
2.00E-86 RL191_ARATH 60S ribosomal protein L19-1 
 1007-94-(6-
2-06)_G01 
3.00E-86 PTR2_ARATH Peptide transporter PTR2 
 0570-94-(6-
8-06)_E08 
7.00E-86 HEM2_ARATH Delta-aminolevulinic acid dehydratase, chloroplast precursor 
 Contig\100 7.00E-86 PABP2_ARATH Polyadenylate-binding protein 2 
 0530-94-(6-
8-06)_F04 
1.00E-85 VTI13_ARATH Vesicle transport v-SNARE 13 
 1064-94-(6-
2-06)_F08 
6.00E-85 RSP41_ARATH Arginine/serine-rich-splicing factor RSP41 
 0614-94-(6-
6-06)_F02 
1.00E-84 U520_HUMAN U5 small nuclear ribonucleoprotein 200 kDa helicase  
 0609-94-(6-
6-06)_A02 
3.00E-84 GLTR_ARATH Uncharacterized glycosyltransferase At3g02350 
 0886-94-(6-
5-06)_F11 
3.00E-84 CCD32_ARATH Cyclin-D3-2 
 0946-94-(6-
15-06)_A04 
4.00E-84 PSB4_ARATH Proteasome subunit beta type-4 recursor 
 0008-94-
G05(4-20-
06) 
6.00E-84 COPA3_ORYSJ Coatomer subunit alpha-3 
 0284-94(5-
31-06)_013 
9.00E-84 QUA1_ARATH Glycosyltransferase QUASIMODO1 
 0740-94-(6-
7-06)_H05 
1.00E-83 GL24_ARATH Germin-like protein subfamily 2 member 4 precursor 
 0825-94-(6-
5-06)_A04 
1.00E-83 Y2267_ARATH Putative inactive receptor kinase At2g26730  precursor 
 1130-94-(6-
9-06)_F10 
3.00E-83 6PGL2_ORYSJ Probable 6-phosphogluconolacton se 2 
 Contig\48 6.00E-83 UBC4_SOLLC Ubiquitin-conjugating enzyme E2-17 kDa 
 Contig\54 9.00E-83 BRE1A_ARATH E3 ubiquitin-protein l gase BRE1-like 1 
 Contig\190 4.00E-82 DCE_SOLLC Glutamate decarboxylase 
 0529-94-(6-
8-06)_E04 
7.00E-82 PIMT_ARATH Protein-L-isoaspartate O-methylransferase 
 0110-94-
E11(4-28-
06) 
1.00E-81 S6PD_MALDO NADP-dependent D-sorbitol-6-phosphate dehydrogenase 
 0782-94-(6-
7-06)_G10 
6.00E-81 COI1_ARATH Coronatine-insensitive protein 1 
 0520-94-(6-
8-06)_D03 
1.00E-80 AFG32_HUMAN AFG3-like protein 2 
 0524-94-(6-
8-06)_H03 
1.00E-80 COL5_ARATH Zinc finger protein CONSTANS-LIKE 5 
 0780-94-(6-
7-06)_E10 
1.00E-80 UBC13_ARATH Ubiquitin-conjugating enzyme E2 13 
 1025-94-(6-
2-06)_H03 
1.00E-80 ABIL1_ARATH Protein ABIL1 
 0074-93-
G04(4-21-
4.00E-80 PLDA1_RICCO Phospholipase D alpha 1 precursor 
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06) 
 Contig\171 5.00E-80 HSFB4_ARATH Heat stress transcription factor B-4 
 0752-94-(6-
7-06)_D07 
2.00E-79 VA711_ARATH Vesicle-associated membrane protein 711 
 0596-94-(6-
8-06)_C11 
3.00E-79 DNAJ_SYNPX Chaperone protein dnaJ 
 1050-94-(6-
2-06)_A07 
3.00E-79 TT1_ARATH Protein TRANSPARENT TESTA 1 
 0905-94-(6-
14-06)_H10 
4.00E-79 CNGC1_ARATH Cyclic nucleotide-gated ion channel 1 
 1061-94-(6-
2-06)_C08 
4.00E-79 FKB70_WHEAT 70 kDa peptidyl-prolyl isomerase 
 0278-94(5-
31-06)_001 
7.00E-79 ORYA_ORYSJ Oryzain alpha chain precursor 
 Contig\62 7.00E-79 THI4_ALNGL Thiazole biosynthetic enzyme, chloroplast precursor 
 1159-94-(6-
15-06)_A05 
9.00E-79 TT1_ARATH Protein TRANSPARENT TESTA 1 
 Contig\73 9.00E-79 NDUS1_SOLTU NADH-ubiquinone oxidoreductase 75 kDa subunit,  
mitochondrial precursor 
 Contig\158 1.00E-78 GLTR_ARATH Uncharacterized glycosyltransferase At3g02350 
 0660-94-(6-
6-06)_D08 
3.00E-78 SCRK4_ARATH Probable fructokinase-4 
 0808-94-(6-
5-06)_H01 
3.00E-78 Y2267_ARATH Putative inactive receptor kinase At2g26730  precursor 
 Contig\165 6.00E-78 SF3_HELAN Pollen-specific protein SF3 
 Contig\31 2.00E-77 FB60_ARATH F-box protein At1g55000 
 0597-94-(6-
8-06)_D11 
3.00E-77 RSP31_ARATH Arginine/serine-rich-splicing factor RSP31 
 0603-94-(6-
6-06)_C01 
3.00E-77 SNAA2_ARATH Alpha-soluble NSF attachment protein 2 
 0679-94-(6-
6-06)_G10 
4.00E-77 DHQSD_ARATH Bifunctional 3-dehydroquinate d hydratase/shikimate 
dehydrogenase, chloroplast precursor 
 Contig\140 1.00E-76 TM9S2_RAT Transmembrane 9 superfamily protein member 2 precursor 
 0325-94-(6-
14-06)_E02 
3.00E-76 SF3_HELAN Pollen-specific protein SF3 
 0457-94-(6-
16-06)_G04 
3.00E-76 4CLL9_ARATH 4-coumarate--CoA ligase-like 9 
 0734-94-(6-
7-06)_B05 
6.00E-76 TYPA_SYNY3 GTP-binding protein TypA/BipA homolog 
 0460-94-(6-
16-06)_B05 
4.00E-74 DNJ16_ARATH Chaperone protein dnaJ 16 
 1036-94-(6-
2-06)_C05 
1.00E-73 RF2B_ORYSJ Transcription factor RF2b 
 Contig\205 3.00E-73 AX22B_PHAAU Auxin-induced protein 22B 
 0767-94-(6-
7-06)_B09 
4.00E-73 GLYC_RABIT Serine hydroxymethyltransferase, cytosolic 
 0065-94-
H05(4-28-
06) 
5.00E-73 UXS1_RAT UDP-glucuronic acid decarboxylase 1 
 0621-94-(6-
6-06)_E03 
5.00E-73 PSMD2_PONPY 26S proteasome non-ATPase regulatory subunit 2 
 1082-94-(6- 5.00E-73 ARGB_ANASP Acetylglutamate kinase 
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2-06)_H10 
 0513-94-(6-
8-06)_E02 
6.00E-73 PDC1_PEA Pyruvate decarboxylase isozyme 1 
 0079-93-
B04(4-21-
06) 
7.00E-73 SYK_ORYSJ Lysyl-tRNA synthetase 
 0744-94-(6-
7-06)_D06 
2.00E-72 UE1D1_RAT Ubiquitin-activating enzyme E1 domain-containing protein 1 
 1144-94-(6-
9-06)_D12 
1.00E-71 MEM11_ARATH Membrin-11 
 0799-94-(6-
7-06)_F12 
2.00E-71 PLZ12_LUPPO Protein PPLZ12 
 0811-94-(6-
5-06)_C02 
2.00E-71 NAT3_ARATH Nucleobase-ascorbate transporter 3 
 0097-94-
H09(4-28-
06) 
4.00E-71 MTDH_MEDSA Probable mannitol dehydrogenase 
 0926-94-(6-
16-06)_D11 
1.00E-70 Y4UB_RHISN Uncharacterized aminotransferas y4uB 
 Contig\115 1.00E-70 ATD1A_DANRE ATPase family AAA domain-containing protein 1-A 
 Contig\196 1.00E-70 ASOL_BRANA L-ascorbate oxidase homolog precursor 
 0654-94-(6-
6-06)_F07 
3.00E-70 FATB_GOSHI Myristoyl-acyl carrier protein thioesterase, chloroplast 
precursor 
 1008-94-(6-
2-06)_H01 
3.00E-70 AMY3E_ORYSJ Alpha-amylase isozyme 3E precursor 
 0130-94-
B03(5-9-06) 
4.00E-70 NCPR_PHAAU NADPH--cytochrome P450 reductase 
 0866-94-(6-
5-06)_B09 
7.00E-70 HAT22_ARATH Homeobox-leucine zipper protein HAT22 
 0788-94-(6-
7-06)_D11 
2.00E-69 E13B_WHEAT Glucan endo-1,3-beta-glucosidase precursor 
 0313-94-(6-
9-06)_B01 
3.00E-69 RS61_ARATH 40S ribosomal protein S6-1 
 0426-94-(6-
16-06)_B01 
3.00E-69 ALF4_ARATH Aberrant root formation protein 4 
 0545-94-(6-
8-06)_E06 
3.00E-69 COMT1_CATRO Caffeic acid 3-O-methyltransferase 
 0861-94-(6-
5-06)_E08 
8.00E-69 IN21_MAIZE IN2-1 protein 
 Contig\129 1.00E-68 ACLY_MOUSE ATP-citrate synthase 
 Contig\75 1.00E-68 SYEP_DROME Bifunctional aminoacyl-tRNA synthetase [Includes:  
Glutamyl-tRNA synthetase 
 0449-94-(6-
27-06)_G06 
2.00E-68 B2_DAUCA B2 protein 
 0814-94-(6-
5-06)_F02 
2.00E-68 KPYC_SOYBN Pyruvate kinase, cytosolic isozyme 
 Contig\152 2.00E-68 ATK4_ARATH Kinesin-4 
 0803-94-(6-
5-06)_C01 
3.00E-68 FBK69_ARATH F-box/Kelch-repeat protein At3g24760 
 Contig\201 3.00E-68 M2OM_NEUCR Putative mitochondrial 2-oxoglutarate/malate  carrier 
protein 
 1308-94-(6-
16-06)_B07 
4.00E-68 ARP8_ARATH Actin-related protein 8 
448 
 
 
 1123-94-(6-
9-06)_G09 
5.00E-68 DNPEP_BOVIN Aspartyl aminopeptidase 
 0430-94-(6-
16-06)_F01 
6.00E-68 MPU1_ARATH Mannose-P-dolichol utilization defect 1 protein homolog 
 0824-94-(6-
5-06)_H03 
2.00E-67 UBE2N_PONPY Ubiquitin-conjugating enzyme E2 N 
 0833-94-(6-
5-06)_A05 
3.00E-67 ACOX4_ARATH Acyl-coenzyme A oxidase 4, peroxisomal 
 0665-94-(6-
6-06)_A09 
4.00E-67 FUCO3_ARATH Alpha-L-fucosidase 3 precursor 
 0462-94-(6-
16-06)_D05 
1.00E-66 CAES_ARATH Probable carbohydrate esterase At4g34215 
 Contig\124 1.00E-66 NDUAC_ARATH Probable NADH dehydrogenase [ubiquinone] 1 alpha 
subcomplex subunit 12 
 0017-
94_004(5-
31-06) 
2.00E-66 WRK17_ARATH Probable WRKY transcription factor 17 
 0835-94-(6-
5-06)_C05 
3.00E-66 EXOC5_ORYSJ Exocyst complex component 5 
 Contig\116 3.00E-66 PHB2_YEAST Prohibitin-2 
 Contig\185 3.00E-66 YAUB_SCHPO UPF0012 hydrolase C26A3.11 
 Contig\71 3.00E-66 PEX10_ARATH Peroxisome assembly protein 10 
 Contig\102 4.00E-66 Y1154_ARATH Putative serine/threonine-protein kinase At1g01540 
 1182-94-(6-
15-06)_H06 
1.00E-65 CRR12_ARATH Cysteine-rich repeat secretory protein 12 precursor 
 Contig\37 2.00E-65 ANGLT_ROSHC Anthocyanidin 5,3-O-glucosyltransferase 
 0032-93-
A10(4-21-
06) 
3.00E-65 VA0D_ORYSJ Probable vacuolar ATP synthase subunit d 
 1030-94-(6-
2-06)_E04 
2.00E-64 ACSL5_RAT Long-chain-fatty-acid--CoA ligase 5 
 Contig\85 6.00E-64 ERLN1_MOUSE Erlin-1 precursor 
 Contig\131 4.00E-63 Y1689_ARATH Uncharacterized membrane protein At1g06890 
 0378-94-(6-
12-06)_E09 
5.00E-63 PCY1B_HUMAN Choline-phosphate cytidylyltransferase B 
 0736-94-(6-
7-06)_D05 
7.00E-63 NPL42_ARATH NPL4-like protein 2 
 0177-94-
B04(5-10-
06) 
8.00E-63 SOC1_ARATH MADS-box protein SOC1 
 0305-94(5-
31-06)_004 
8.00E-63 CP19D_ARATH Peptidyl-prolyl cis-trans isomerase CYP19-4 precursor 
 0387-94-(6-
12-06)_D10 
1.00E-62 NOL5A_MOUSE Nucleolar protein 5A 
 0943-94-(6-
16-06)_F12 
2.00E-62 MPCP_BOVIN Phosphate carrier protein, mitochondrial precursor 
 0698-94-(6-
12-06)_G12 
3.00E-62 ACLY_MOUSE ATP-citrate synthase 
 Contig\132 4.00E-62 CNOT7_MOUSE CCR4-NOT transcription complex subunit 7 
 0548-94-(6-
8-06)_H06 
9.00E-62 E1311_ARATH Putative glucan endo-1,3-beta-glucosidase 11 precursor 
 0509-94-(6- 1.00E-61 ENO_DROME Enolase 
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8-06)_A02 
 1086-94-(6-
2-06)_D11 
2.00E-61 CRY2_ARATH Cryptochrome-2 
 0118-94-
E12(4-28-
06) 
4.00E-61 GL11_ARATH Germin-like protein subfamily 1 member 1 precursor 
 0625-94-(6-
6-06)_A04 
4.00E-61 Y3972_ARATH Uncharacterized protein At3g49720 
 Contig\188 4.00E-61 FBX13_ARATH F-box only protein 13 
 0121-94-
H12(4-28-
06) 
7.00E-61 GAE4_ARATH UDP-glucuronate 4-epimerase 4 
 0217-94-(6-
16-06)_B09 
7.00E-61 MGAT1_RABIT Alpha-1,3-mannosyl-glycoprotein 2-beta-N-
acetylglucosaminyltransferase 
 0717-94-(6-
7-06)_A03 
1.00E-60 MSBP1_ARATH Membrane steroid-binding protein 1 
 Contig\34 1.00E-60 MAN7_ARATH Mannan endo-1,4-beta-m nnosidase 7 precursor 
 0060-94-
C05(4-28-
06) 
5.00E-60 PA2G4_MOUSE Proliferation-associated protein 2G4 
 0105-94-
H10(4-28-
06) 
5.00E-60 PABP2_ARATH Polyadenylate-binding protein 2 
 0129-94-
A03(5-9-06) 
2.00E-59 P1_ARATH Probable NADP-dependent oxidoreductase P1 
 0813-94-(6-
5-06)_E02 
3.00E-59 CRK6_ARATH Cysteine-rich receptor-like protein kinase 6  precursor 
 1003-94-(6-
2-06)_C01 
3.00E-59 GL34_ARATH Germin-like protein subfamily 3 member 4 precursor 
 0743-94-(6-
7-06)_C06 
5.00E-59 PBS1_ARATH Serine/threonine-protein kinase PBS1 
 0400-94-(6-
8-06)_H12 
6.00E-59 BAK1_ARATH BRASSINOSTEROID INSENSITIVE 1-associated receptor 
kinase 1 precursor 
 1028-94-(6-
2-06)_C04 
2.00E-58 LEU21_METMA 3-isopropylmalate dehydratase large subunit 1 
 1104-94-(6-
9-06)_D07 
5.00E-58 SPL1_ARATH Squamosa promoter-binding-like protein 1 
 0128-94(5-
31-06)_009 
6.00E-58 AOC4_ARATH Allene oxide cyclase 4, chloroplast precursor 
 0724-94-(6-
7-06)_H03 
6.00E-58 YEIN_ECOLI Uncharacterized protein yeiN 
 0917-94-(6-
14-06)_D12 
6.00E-58 BAK1_ARATH BRASSINOSTEROID INSENSITIVE 1-associated receptor 
kinase 1 precursor 
 0587-94-(6-
8-06)_B10 
1.00E-57 UREG_PSEAE Urease accessory protein ureG 
 Contig\153 2.00E-57 SF3_HELAN Pollen-specific protein SF3 
 0636-94-(6-
6-06)_D05 
4.00E-57 AKR_ARATH Ankyrin repeat domain-containing protein, chloroplast 
precursor 
 Contig\29 8.00E-57 CARA_ANASP Carbamoyl-phosphate synthase small chain 
 0540-94-(6-
8-06)_H05 
1.00E-56 6DCS_SOYBN NAD(P)H-dependent 6'-deoxychalcone synthase 
 0385-94-(6-
12-06)_B10 
2.00E-56 U496D_ORYSI UPF0496 protein 4 
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 0652-94-(6-
6-06)_D07 
3.00E-56 CLPP1_ANASP ATP-dependent Clp protease proteolytic subunit 1 
 0762-94-(6-
7-06)_F08 
3.00E-56 QOR_PSEAE Quinone oxidoreductase 
 0099-94-
B10(4-28-
06) 
4.00E-56 GDIA_MOUSE Rab GDP dissociation inhibitor alpha 
 Contig\74 7.00E-56 CNOT7_MOUSE CCR4-NOT transcription complex subunit 7 
 Contig\160 1.00E-55 ERG19_MOUSE Diphosphomevalonate decarboxylase 
 0427-94-(6-
16-06)_C01 
2.00E-55 M3K2_ARATH Mitogen-activated protein kinase kinase kinase 2 
 0839-94-(6-
14-06)_C06 
3.00E-55 NB5R1_RAT NADH-cytochrome b5 reductase 1 
 1021-94-(6-
2-06)_D03 
8.00E-55 SAP8_ORYSJ Zinc finger A20 and AN1 domain-co taining stress-associated 
protein 8 
 Contig\96 1.00E-54 TM9S1_MOUSE Transmembrane 9 superfamily protein member 1  precursor 
 Contig\199 2.00E-54 SVP_ARATH MADS-box protein SVP 
 0048-94-
G03(4-28-
06) 
3.00E-54 Y1861_ARATH Uncharacterized mscS family protein At1g78610 
 0624-94-(6-
6-06)_H03 
4.00E-54 TM9S4_HUMAN Transmembrane 9 superfamily protein member 4 
 Contig\32 1.00E-53 ARD1B_MOUSE N-terminal acetyltransferase complex ARD1 subunit 
homolog B 
 Contig\79 1.00E-53 ODO2_RICFE Dihydrolipoyllysine-r sidue succinyltransferase component of 
2-oxoglutarate dehydrogenase complex 
 1305-94-(6-
16-06)_G06 
4.00E-53 DRP2A_ARATH Dynamin-2A 
 0517-94-(6-
8-06)_A03 
8.00E-53 DRP3A_ARATH Dynamin-related protein 3A 
 1004-94(6-
2-
06Truncated
)_D01 
8.00E-53 DFRA_VITVI Dihydroflavonol-4-reductase 
 Contig\46 8.00E-53 ATB54_ARATH Homeobox-leucine zipper protein ATHB-54 
 0546-94-(6-
8-06)_F06 
4.00E-52 RPT2_ARATH Root phototropism protein 2 
 0581-94-(6-
8-06)_E09 
6.00E-52 E1312_ARATH Putative glucan endo-1,3-beta-glucosidase 12 precursor 
 0214-94(5-
31-06)_010 
9.00E-52 WOX4_ARATH WUSCHEL-related homeobox 4 
 0802-94-(6-
5-06)_B01 
1.00E-51 RBS_PINTH Ribulose bisphosphate carboxylase small chain, chloroplast 
precursor 
 Contig\1 1.00E-51 EF100_ARATH Ethylene-responsive transcription factor 1A 
 0778-94-(6-
7-06)_C10 
2.00E-51 F108C_DANRE Abhydrolase domain-containing protein FAM108C1 
 1015-94-(6-
2-06)_F02 
3.00E-51 UBE2C_BOVIN Ubiquitin-conjugating enzyme E2 C 
 0841-94-(6-
5-06)_A06 
5.00E-51 GSR2_ARATH Uncharacterized protein At2g40430 
 0831-94-(6-
5-06)_G04 
7.00E-51 PNAE_RAUSE Polyneuridine-aldehyde esterase precursor 
 0459-94-(6- 9.00E-51 AAMP_BOVIN Angio-associated migratory cell protein 
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16-06)_A05 
 Contig\95 2.00E-50 NPC1_MOUSE Niemann-Pick C1 protein precursor 
 Contig\125 5.00E-50 HT1_ARATH Serine/threonine-protein kinase HT1 
 0163-94-
C07(5-5-06) 
1.00E-49 YKWC_BACSU Uncharacterized oxidoreductase ykwC 
 0626-94-(6-
6-06)_B04 
2.00E-49 KATAM_ARATH Xyloglucan galactosyltransferase KATAMARI1 
 Contig\148 4.00E-49 IAA16_ARATH Auxin-responsive protein IAA16 
 0748-94-(6-
7-06)_H06 
7.00E-49 RCH2_ARATH Receptor-like protein kinase 2 precursor 
 0242-94-
C12(5-10-
06) 
1.00E-47 TM9S1_RAT Transmembrane 9 superfamily protein member 1 precursor 
 0807-94-(6-
5-06)_G01 
2.00E-47 MLO10_ARATH MLO-like protein 10 
 Contig\179 2.00E-47 LAML_ARATH Lamin-like protein precursor 
 0925-94-(6-
16-06)_C11 
5.00E-47 GOGA5_ARATH Golgin-84 
 0362-94-(6-
12-06)_G07 
6.00E-47 SYF1_EMENI Pre-mRNA-splicing factor syf1 
 Contig\172 3.00E-46 GDIA_RAT Rab GDP dissociation inhibitor alpha 
 0612-94-(6-
6-06)_D02 
4.00E-46 SRP68_CANFA Signal recognition particle 68 kDa protein 
 0372-94-(6-
12-06)_H08 
5.00E-46 YB95_ARATH Uncharacterized protein At2g39795, mitochondrial precursor 
 0185-94-
B05(5-10-
06) 
7.00E-46 SMCA2_HUMAN Probable global transcription activator SNF2L2 
 0779-94-(6-
7-06)_D10 
7.00E-46 SELT_ARATH SelT-like protein precursor 
 Contig\9 9.00E-46 OAT_DROME Ornithine aminotransferase, mitochondrial precursor 
 0393-94-(6-
8-06)_B12 
1.00E-45 GCN1L_HUMAN GCN1-like protein 1 
 0863-94-(6-
5-06)_G08 
2.00E-45 ALFC3_ARATH Probable fructose-bisphosphate aldolase 3, chloroplast 
precursor 
 1081-94-(6-
2-06)_G10 
3.00E-45 HNRPQ_HUMAN Heterogeneous nuclear ribonucleoprotein Q 
 Contig\83 2.00E-44 BGLT_TRIRP Cyanogenic beta-glucosidase precursor 
 0021-
94_012(5-
31-06) 
4.00E-44 TI10A_ARATH Protein TIFY 10A 
 0450-94-(6-
16-06)_H03 
4.00E-44 DHRS4_PIG Dehydrogenase/reductase SDR family member 4 
 0346-94-(6-
9-06)_D04 
9.00E-44 HEXA_DICDI Beta-hexosaminidase A precursor 
 0347-94-(6-
12-06)_F06 
3.00E-43 CSX1_SCHPO RNA-binding post-transcriptional regulator csx1 
 0719-94-(6-
7-06)_C03 
3.00E-43 ASPL1_ARATH Aspartic proteinase-like protein 1 precursor 
 1075-94-(6-
2-06)_A10 
5.00E-43 YZR3_ARATH RanBP2-type zinc finger protein At1g67325 
 0747-94-(6- 7.00E-43 COG6_HUMAN Conserved oligomeric Golgi complex component 6 
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7-06)_G06 
 1034-94-(6-
14-06)_F08 
1.00E-42 PSA_MOUSE Puromycin-sensitive aminopeptidase 
 Contig\159 6.00E-42 NEP1_NEPGR Aspartic proteinase nepenthesin-1 precursor 
 Contig\169 7.00E-42 U49A7_ARATH UPF0497 membrane protein At5g40300 
 0666-94-(6-
6-06)_B09 
8.00E-42 Y283_BACHD Uncharacterized isomerase BH0283 
 0388-94-(6-
12-06)_E10 
1.00E-41 CAP10_ARATH Putative clathrin assembly protein At5g35200 
 1089-94-(6-
2-06)_G11 
2.00E-41 PSMD8_DICDI Probable 26S proteasome non-ATPase regulatory subunit 8 
 0227-94-
D10(5-10-
06) 
3.00E-41 PCY2_BOVIN Ethanolamine-phosphate cytidylyltransferase 
 0667-94-(6-
6-06)_C09 
3.00E-41 SPL7_ARATH Squamosa promoter-binding-like protein 7 
 Contig\66 9.00E-41 AP1B1_RAT AP-1 complex subunit be a-1 
 1016-94-(6-
2-06)_G02 
1.00E-40 TIAR_MOUSE Nucleolysin TIAR 
 0598-94-(6-
8-06)_E11 
2.00E-40 FVT1_HUMAN 3-ketodihydrosphingosine reductase precursor 
 1194-94-(6-
15-06)_F07 
2.00E-40 RAP1_ARATH Transcription factor AtMYC2 
 0690-94-(6-
6-06)_B12 
3.00E-40 MYB23_ARATH Transcription factor MYB23 
 1187-94-(6-
15-06)_B07 
4.00E-40 DYRK4_MOUSE Dual specificity tyrosine-phosphorylation-regulated kinase 
4 
 Contig\84 7.00E-40 IMA1_ARATH Importin subunit alpha-1 
 0851-94-(6-
5-06)_C07 
9.00E-40 ACT1_PEA Actin-1 
 Contig\176 5.00E-39 Y4844_ARATH Uncharacterized protein At4g28440 
 1085-94-(6-
2-06)_C11 
2.00E-38 PUB14_ARATH E3 ubiquitin-protein ligase PUB14 
 Contig\130 2.00E-38 DNJ20_ARATH Chaperone protein dnaJ 20, chloroplast precursor 
 0328-94-(6-
9-06)_G02 
4.00E-38 SPL18_ORYSJ Squamosa promoter-binding-like protein 18 
 0746-94-(6-
7-06)_F06 
2.00E-37 SIL10_ARATH E3 ubiquitin-protein ligase SINA-like 10 
 1128-94-(6-
9-
06Truncated
)_D10 
2.00E-37 DNJB1_HUMAN DnaJ homolog subfamily B member 1 
 Contig\65 2.00E-37 RCC2_MOUSE Protein RCC2 
 0750-94-(6-
7-06)_B07 
3.00E-37 HSF8_SOLPE Heat shock factor protein HSF8 
 Contig\197 3.00E-37 AMYB_ARATH Beta-amylase 
 1005-94-(6-
2-06)_E01 
8.00E-37 RDR1_SCHPO RNA-dependent RNA polymerase 1 
 0890-94-(6-
14-06)_E07 
7.00E-36 IAA11_ARATH Auxin-responsive protein IAA11 
 0681-94-(6-
6-06)_A11 
2.00E-35 GBF4_ARATH G-box-binding factor 4 
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 0908-94-(6-
14-06)_C11 
2.00E-35 GUAA_HELHP Probable GMP synthase [glutamine-hydrolyzing] 
 1170-94-(6-
15-06)_H05 
2.00E-35 UBP5_ARATH Ubiquitin carboxyl-terminal hydrolase 5 
 0605-94-(6-
6-06)_E01 
4.00E-35 PPT1_CAEEL Palmitoyl-protein thioesterase 1 precursor 
 Contig\141 8.00E-35 MYBA_CHICK Myb-related protein A 
 0131-94-
C03(5-9-06) 
2.00E-34 DOF58_ARATH Dof zinc finger protein DOF5.8 
 0172-94-
E03(5-10-
06) 
2.00E-34 GLGX_MYCTU Glycogen operon protein glgX hom log 
 0547-94-(6-
8-06)_G06 
2.00E-34 AAPC_CENCI Putative apospory-associated protein C 
 Contig\3 2.00E-34 POLC2_JUNOX Polcalcin Jun o 2 
 Contig\58 2.00E-34 XTH25_ARATH Probable xyloglucan e dotransglucosylase/hydrolase 
protein 25 precursor 
 0759-94-(6-
7-06)_C08 
3.00E-34 MSRA_DROME Peptide methionine sulfoxide reductase 
 0522-94-(6-
8-06)_F03 
5.00E-34 CA160_HUMAN Uncharacterized protein C1orf160 
 0821-94-(6-
5-06)_E03 
1.00E-33 TMCO1_RAT Transmembrane and coiled-coil domains protein 1 
 0870-94-(6-
5-06)_F09 
1.00E-33 ARFB_ARATH Auxin response factor 2 
 Contig\174 2.00E-33 APHC_MOUSE Alkaline phytoceramidase 
 0199-94(5-
31-06)_008 
4.00E-33 FH20_ARATH Formin-like protein 20 
 0633-94-(6-
6-06)_A05 
4.00E-33 TIF9_ARATH Protein TIFY 9 
 0806-94-(6-
5-06)_F01 
8.00E-33 RRAGB_HUMAN Ras-related GTP-binding protein B 
 0843-94-(6-
5-06)_C06 
1.00E-32 RPAC1_BOVIN DNA-directed RNA polymerases I and III subunit RPAC1 
 0112-94-(6-
12-06)_D04 
2.00E-32 CHM2B_DANRE Charged multivesicular body protein 2b 
 Contig\99 2.00E-32 PRR6_MOUSE Proline-rich protein 6 
 Contig\120 3.00E-32 FBL4_ARATH Protein FBL4 
 0010-
94_005(5-
31-06) 
5.00E-32 ARGJ_SYNEL Arginine biosynthesis bifunctional protein argJ [Includes: 
Glutamate N-acetyltransferase 
 0815-94-(6-
14-06)_E05 
5.00E-32 PLZ12_LUPPO Protein PPLZ12 
 0942-94-(6-
15-06)_E03 
9.00E-32 DNJB1_HUMAN DnaJ homolog subfamily B member 1 
 0613-94-(6-
6-06)_E02 
2.00E-31 ARNA_ERWCT Bifunctional polymyxin resistance protein arnA  [Includes: 
UDP-4-amino-4-deoxy-L-arabinose  formyltransferase 
 Contig\118 2.00E-31 AN13B_HUMAN Ankyrin repeat domain-containing protein 13B 
 0223-94-
H09(5-10-
06) 
7.00E-31 ZN363_HUMAN RING finger and CHY zinc finger domain-containing 
protein 1 
 0847-94-(6-
5-06)_G06 
8.00E-31 PRPK_HUMAN TP53-regulating kinase 
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 0377-94-(6-
12-06)_D09 
2.00E-30 PPM1G_BOVIN Protein phosphatase 1G 
 1083-94-(6-
2-06)_A11 
2.00E-30 ERF17_ARATH Ethylene-responsive transcription factor ERF017 
 0261-94(5-
31-06)_016 
3.00E-30 UBC11_ARATH Ubiquitin-conjugating enzyme E2-17 kDa 11 
 0464-94-(6-
16-06)_F05 
3.00E-30 SCYL2_MOUSE SCY1-like protein 2 
 0639-94-(6-
6-06)_G05 
3.00E-30 CRK41_ARATH Cysteine-rich receptor-like protein kinase 41 precursor 
 Contig\67 4.00E-30 RNF5_CAEEL RING finger protein 5 
 0785-94-(6-
7-06)_B11 
5.00E-30 GPT_HUMAN UDP-N-acetylglucosamine--dolichyl-phosphate N-
acetylglucosaminephosphotransferase 
 0115-94-
B12(4-28-
06) 
6.00E-30 TSJT1_TOBAC Stem-specific protein TSJT1 
 0144-94(5-
31-06)_015 
7.00E-30 TFS2_SCHPO Transcription elongation factor S-II 
 0209-94-
B08(5-10-
06) 
9.00E-30 IPO4_MOUSE Importin-4 
 0360-94-(6-
12-06)_E07 
1.00E-29 TRM10_SCHPO tRNA 
 0749-94-(6-
7-06)_A07 
2.00E-29 PDCL3_HUMAN Phosducin-like protein 3 
 0276-94(5-
31-06)_014 
8.00E-29 ZPR1_YEAST Zinc finger protein ZPR1 
 0297-94(5-
31-06)_007 
2.00E-28 YBA9_SCHPO Uncharacterized protein C119.09c 
 0902-94-(6-
14-06)_E10 
2.00E-28 IAA29_ARATH Auxin-responsive protein IAA29 
 0930-94-(6-
16-06)_F11 
2.00E-28 PATL4_ARATH Patellin-4 
 0269-94(5-
31-06)_015 
3.00E-28 HCBT1_DIACA Anthranilate N-benzoyltransferase protein 1 
 0257-94(5-
31-06)_008 
6.00E-28 DIC_HUMAN Mitochondrial dicarboxylate carrier 
 1101-94-(6-
9-06)_A07 
1.00E-27 HDA15_ARATH Histone deacetylase 15 
 0215-94(5-
31-06)_012 
2.00E-27 BGAL_SULSH Beta-galactosidase 
 0390-94-(6-
8-06)_G11 
2.00E-27 P4HA1_RAT Prolyl 4-hydroxylase subunit alpha-1 precursor 
 0774-94-(6-
7-06)_H09 
2.00E-27 HNRPF_MACFA Heterogeneous nuclear ribonucleoprotein F 
 Contig\88 2.00E-27 RFC5_SCHPO Replication factor C subunit 5 
 1107-94-(6-
9-06)_G07 
5.00E-27 MYB_MOUSE Myb proto-oncogene protein 
 0210-94-
C08(5-10-
06) 
8.00E-27 TPPC1_MOUSE Trafficking protein particle complex subunit 1 
 1108-94-(6-
9-06)_H07 
2.00E-26 DENR_SCHPO Density-regulated protein homolg 
 1040-94-(6- 3.00E-26 NAK_ARATH Probable serine/threonine-protein kinase NAK 
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2-06)_G05 
 0729-94-(6-
7-06)_E04 
4.00E-26 RBM38_HUMAN RNA-binding protein 38 
 Contig\63 4.00E-26 BCAS2_DANRE BCAS2 protein homolog 
 Contig\35 1.00E-25 BAK1_ARATH BRASSINOSTEROID INSENSITIVE 1-associated receptor 
kinase 1 precursor 
 0141-94-
E04(5-9-06) 
2.00E-25 GIS2_YEAST Zinc finger protein GIS2 
 0800-94-(6-
7-06)_G12 
2.00E-25 NAC78_ARATH NAC domain-containing protein 78
 0686-94-(6-
6-06)_F11 
3.00E-25 DBNBT_TAXCA 3'-N-debenzoyl-2'-deoxytaxol N-benzoyltransferase 
 1171-94-(6-
15-06)_A06 
3.00E-25 RFA1_XENLA Replication protein A 70 kDa DNA-binding subunit 
 0379-94-(6-
12-06)_F09 
5.00E-25 SSRA_ARATH Translocon-associated protein subunit alpha precursor 
 0295-94(5-
31-06)_003 
7.00E-25 SL11_ORYSJ Protein spotted leaf 11 
 0532-94-(6-
8-06)_H04 
7.00E-25 HIS1_CAMJR ATP phosphoribosyltransferase 
 Contig\52 7.00E-25 Y1491_ARATH DUF246 domain-contai ing protein At1g04910 
 0533-94-(6-
8-06)_A05 
1.00E-24 DNJ2_CAEEL DnaJ homolog dnj-2 precursor 
 Contig\69 3.00E-24 PPM1G_MOUSE Protein phosphatase 1G 
 1141-94-(6-
9-06)_A12 
4.00E-24 B3GT5_HUMAN Beta-1,3-galactosyltransferase 5 
 0936-94-(6-
16-06)_D12 
8.00E-24 APRR7_ARATH Two-component response regulator-like APRR7 
 1180-94-(6-
15-06)_G06 
8.00E-24 ERF4_TOBAC Ethylene-responsive transcription factor 4 
 Contig\113 9.00E-24 ERF3_TOBAC Ethylene-responsive transcription factor 3 
 0727-94-(6-
7-06)_C04 
2.00E-23 CC032_HUMAN Uncharacterized protein C3orf32 
 1090-94-(6-
2-06)_H11 
2.00E-23 IPO4_HUMAN Importin-4 
 Contig\38 2.00E-23 HT1_ARATH Serine/threonine-protein kinase HT1 
 Contig\28 6.00E-23 TOP2_PEA DNA topoisomerase 2 
 0884-94-(6-
5-06)_D11 
7.00E-23 MFSD5_PONPY Major facilitator superfamily domain-containing protein 5 
 0026-94-(6-
12-06)_A01 
1.00E-22 GID1_ORYSJ Gibberellin receptor GID1 
 0790-94-(6-
7-06)_F11 
1.00E-22 CSTF1_PONPY Cleavage stimulation factor 50 kDa subunit 
 0872-94-(6-
5-06)_H09 
1.00E-22 SAPKA_ORYSJ Serine/threonine-protein kinase SAPK10 
 0250-94(5-
31-06)_009 
3.00E-22 K0174_HUMAN Uncharacterized protein KIAA0174 
 0086-94-
E08(4-28-
06) 
7.00E-22 NB5R4_MOUSE Cytochrome b5 reductase 4 
 0562-94-(6-
8-06)_H07 
1.00E-21 NEP1_NEPGR Aspartic proteinase nepenthesin-1 precursor 
456 
 
 
 0838-94-(6-
5-06)_F05 
1.00E-21 FMO4_MOUSE Dimethylaniline monooxygenase [N-oxide-forming] 4 
 0539-94-(6-
8-06)_G05 
4.00E-21 S35E3_BOVIN Solute carrier family 35 member E3 
 1139-94-(6-
9-06)_G11 
5.00E-21 NUP3_PENSQ Nuclease PA3 
 0198-94-(6-
16-06)_H08 
6.00E-21 BLC_CITFR Outer membrane lipoprotein blc precursor 
 0369-94-(6-
12-06)_F08 
6.00E-21 FTSZ_ANASP Cell division protein ftsZ 
 Contig\121 6.00E-21 THOC4_MOUSE THO complex subunit 4 
 0887-94-(6-
5-06)_G11 
9.00E-21 LANC1_DANRE LanC-like protein 1 
 0904-94-(6-
14-06)_G10 
1.00E-20 NAC74_ORYSJ NAC domain-containing protein 74 
 Contig\111 3.00E-20 IAH1_YEAST Isoamyl acetate-hydrolyzing esterase 
 0856-94-(6-
5-06)_H07 
5.00E-20 Y381_RICFE Putative ankyrin repeat protein RF_0381 
 Contig\181 6.00E-20 PSMD9_RAT 26S proteasome non-ATPase regulatory subunit 9 
 0577-94-(6-
8-06)_B09 
7.00E-20 Y3377_ARATH Uncharacterized protein At3g0377  
 0162-94-
B07(5-5-06) 
8.00E-20 YGB0_YEAST Uncharacterized endoplasmic reti ulum membrane protein 
YGL010W 
 0653-94-(6-
6-06)_E07 
1.00E-19 DHBB_BACSU Isochorismatase 
 1137-94-(6-
9-06)_E11 
1.00E-19 DUS1_HUMAN Dual specificity protein phosphatase 1 
 1147-94-(6-
9-
06Truncated
)_G12 
1.00E-19 ASHH1_ARATH Histone-lysine N-methyltransferase ASHH1 
 0572-94-(6-
8-06)_G08 
2.00E-19 SPO11_HUMAN Meiotic recombination protein SPO11 
 0907-94-(6-
14-06)_B11 
2.00E-19 PEF1_XENLA Peflin 
 Contig\183 3.00E-19 YS81_CAEEL Uncharacterized protein ZK945.1 
 0537-94-(6-
8-06)_E05 
4.00E-19 OTU6B_DANRE OTU domain-containing protein 6B 
 1110-94-(6-
9-06)_B08 
4.00E-19 FBK50_ARATH F-box/Kelch-repeat protein At3g06240 
 0901-94-(6-
14-06)_D10 
7.00E-19 GPMB_PHOLL Probable phosphoglycerate mutase gpmB 
 1116-94-(6-
9-06)_H08 
7.00E-19 BAK1_ARATH BRASSINOSTEROID INSENSITIVE 1-associated receptor 
kinase 1 precursor 
 0714-94-(6-
7-06)_F02 
1.00E-18 GASA4_ARATH Gibberellin-regulated protein 4 precursor 
 0072-94-
F01(5-9-06) 
2.00E-18 PDCD4_MOUSE Programmed cell death protein 4 
 0232-94-
A11(5-10-
06) 
2.00E-18 STIP_SOYBN Heat shock protein STI 
 0627-94-(6-
6-06)_C04 
2.00E-18 FDL41_ARATH Putative F-box/FBD/LRR-repeat protein At5g62970 
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 0823-94-(6-
5-06)_G03 
4.00E-18 KPYK_ASPNG Pyruvate kinase 
 Contig\195 5.00E-18 FLS_MALDO Flavonol synthase/flavanone 3-hydroxylase 
 0617-94-(6-
6-06)_A03 
6.00E-18 FBK67_ARATH F-box/Kelch-repeat protein At3g23880 
 1047-94-(6-
2-06)_F06 
7.00E-18 THOC6_HUMAN THO complex subunit 6 homolog 
 0567-94-(6-
8-06)_B08 
8.00E-18 LEUD2_THEMA 3-isopropylmalate dehydratase small subunit 2 
 0398-94-(6-
8-06)_F12 
1.00E-17 SQV2_CAEEL Beta-1,3-galactosyltransferase sqv-2 
 0541-94-(6-
8-06)_A06 
1.00E-17 YHRE_SCHPO Uncharacterized protein C839.14c 
 0526-94-(6-
8-06)_B04 
3.00E-17 ZFP6_ARATH Zinc finger protein 6 
 0123-94-
C02(5-9-06) 
7.00E-17 TRPT1_MOUSE tRNA 2'-phosphotransferase 1 
 Contig\162 3.00E-16 U136_ARATH UPF0136 membrane protein At2g26240 
 0010-93-
G12(4-21-
06) 
5.00E-16 ARGJ1_ANASP Arginine biosynthesis bifunctional protein argJ 1 [Includes: 
Glutamate N-acetyltransferase 
 0739-94-(6-
7-06)_G05 
5.00E-16 ZCH11_HUMAN Zinc finger CCHC domain-contaiing protein 11 
 0792-94-(6-
7-06)_H11 
5.00E-16 CD029_MOUSE Uncharacterized protein C4orf29 homolog precursor 
 0789-94-(6-
7-06)_E11 
8.00E-16 YY46_ANASP Uncharacterized WD repeat-containing protein  alr3466 
 0507-94-(6-
8-06)_G01 
2.00E-15 MON2_XENLA Protein MON2 homolog 
 0239-94-
H11(5-10-
06) 
3.00E-15 YBZ7_YEAST Uncharacterized membrane protein YBR147W 
 0588-94-(6-
8-06)_C10 
3.00E-15 5NG4_PINTA Auxin-induced protein 5NG4 
 1166-94-(6-
15-06)_E05 
3.00E-15 DRL21_ARATH Putative disease resistance protein At3g14460 
 1092-94-(6-
2-06)_B12 
4.00E-15 COI1_ARATH Coronatine-insensitive protein 1 
 Contig\119 4.00E-15 SCRL2_ORYSJ SCAR-like protein 2 
 Contig\72 5.00E-15 CFI_ALLCE Chalcone--flavonone isomerase 
 0029-94-
D01(4-28-
06) 
7.00E-15 TG308_CAEEL Putative protein tag-308 
 0915-94-(6-
14-06)_B12 
7.00E-15 TG308_CAEEL Putative protein tag-308 
 0359-94-(6-
12-06)_D07 
2.00E-14 PHM8_YEAST Phosphate metabolism protein 8 
 0773-94-(6-
7-06)_G09 
3.00E-14 TXLNB_MOUSE Beta-taxilin 
 0656-94-(6-
6-06)_H07 
7.00E-14 AAKG2_MOUSE 5'-AMP-activated protein kinase subunit gamma-2 
 0895-94-(6-
5-06)_G12 
7.00E-14 CJ119_MOUSE Uncharacterized protein C10orf19 homolog 
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 0373-94-(6-
12-06)_A09 
9.00E-14 CHM4B_DANRE Charged multivesicular body protein 4b 
 0221-94-
F09(5-10-
06) 
2.00E-13 CNOT2_MOUSE CCR4-NOT transcription complex subunit 2 
 0315-94-(6-
9-06)_D01 
2.00E-13 SVOP_XENLA Synaptic vesicle 2-related protein 
 0438-94-(6-
16-06)_F02 
2.00E-13 RF1_ORYSI Protein Rf1, mitochondrial precursor 
 Contig\23 5.00E-13 HSPC2_RICFE Small heat shock protein C2 
 1087-94-(6-
2-06)_E11 
6.00E-13 TT1_ARATH Protein TRANSPARENT TESTA 1 
 Contig\76 6.00E-13 EIF3M_CHICK Eukaryotic translation initiation factor 3 subunit M 
 0120-94-
A02(5-9-06) 
7.00E-13 MA2B1_MOUSE Lysosomal alpha-mannosidase precursor 
 Contig\151 9.00E-13 GUN1_ACIC1 Endoglucanase E1 precursor 
 0710-94-(6-
7-06)_B02 
1.00E-12 STAR7_MOUSE StAR-related lipid transfer protein 7 
 0704-94-(6-
7-06)_D01 
3.00E-12 CLPC_CYACA ATP-dependent Clp protease ATP-binding subunit clpA 
homolog 
 Contig\22 3.00E-12 MU136_SCHPO Meiotically up-regulated gene 136 protein precursor 
 0219-94-
D09(5-10-
06) 
4.00E-12 YCF19_GUITH Uncharacterized protein ycf19 
 Contig\123 4.00E-12 HLJ1_YEAST Protein HLJ1 
 0365-94-(6-
12-06)_B08 
5.00E-12 UBC7_ARATH Ubiquitin-conjugating enzyme E27 
 0599-94-(6-
8-06)_F11 
5.00E-12 FUK_HUMAN L-fucose kinase 
 0708-94-(6-
7-06)_H01 
1.00E-11 COG2_DROME Conserved oligomeric Golgi complex component 2 
 0140-94-
D04(5-9-06) 
2.00E-11 CPRF2_PETCR Light-inducible protein CPRF-2 
 0576-94-(6-
12-06)_E11 
2.00E-11 RPP25_HUMAN Ribonuclease P protein subunit p25 
 1115-94-(6-
9-06)_G08 
2.00E-11 H12_ARATH Histone H1.2 
 0918-94-(6-
14-06)_E12 
4.00E-11 TM1L2_MOUSE TOM1-like protein 2 
 0693-94-(6-
6-06)_E12 
6.00E-11 FOLC_HUMAN Folylpolyglutamate synthase, mitochondrial precursor 
 1002-94-(6-
2-06)_B01 
6.00E-11 GLYG_MOUSE Glycogenin-1 
 0583-94-(6-
8-06)_F09 
1.00E-10 NORK_PEA Nodulation receptor kinase precursor 
 0139-94-
C04(5-9-06) 
2.00E-10 FBK50_ARATH F-box/Kelch-repeat protein At3g06240 
 0286-94(5-
31-06)_002 
4.00E-10 RNHX1_ARATH Putative ribonuclease H protein At1g65750 
 0087-93-
B03(4-21-
06) 
7.00E-10 SCC12_ARATH Sister chromatid cohesion 1 protein 2 
 0271-94(5- 8.00E-10 BCS1_SCHPO Probable mitochondrial chaperone BCS1 
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31-06)_004 
 0363-94-(6-
12-06)_H07 
8.00E-10 EDC4_HUMAN Enhancer of mRNA-decapping protein 4 
 0012-
94_009(5-
31-06) 
1.00E-09 Y1491_ARATH DUF246 domain-containing protein At1g04910 
 0635-94-(6-
6-06)_C05 
1.00E-09 TOPRS_MOUSE E3 ubiquitin-protein ligase Topors 
 0019-
94_008(5-
31-06) 
2.00E-09 TMVRN_NICGU TMV resistance protein N 
 0309-94(5-
31-06)_012 
2.00E-09 PBS1_ARATH Serine/threonine-protein kinase PBS1 
 Contig\198 2.00E-09 U326_ARATH UPF0326 protein At4g17486 
 0716-94-(6-
14-06)_H04 
3.00E-09 BIG2_HUMAN Brefeldin A-inhibited guanine nucleotide-exchange  protein 2 
 0453-94-(6-
16-06)_C04 
5.00E-09 EXT1_DROME Exostosin-1 
 0688-94-(6-
6-06)_H11 
6.00E-09 PUB14_ARATH E3 ubiquitin-protein ligase PUB14 
 1006-94-(6-
2-06)_F01 
9.00E-09 RBM28_HUMAN RNA-binding protein 28 
 0534-94-(6-
8-06)_B05 
1.00E-08 RHG01_HUMAN Rho GTPase-activating protein 1 
 1120-94-(6-
9-06)_D09 
1.00E-08 TERF1_HUMAN Telomeric repeat-binding factor 1 
 Contig\142 1.00E-08 ICE1_ARATH Transcription factor ICE1 
 0329-94-(6-
27-06)_H03 
2.00E-08 NEP1_NEPGR Aspartic proteinase nepenthesin-1 precursor 
 0630-94-(6-
6-06)_F04 
2.00E-08 SFRS2_RAT Splicing factor, arginine/serine- ich 2 
 0296-94(5-
31-06)_005 
5.00E-08 MYH9_HUMAN Myosin-9 
 0920-94-(6-
14-06)_G12 
6.00E-08 ECHH_RHOCA Probable enoyl-CoA hydratase 
 0106-94-
A11(4-28-
06) 
9.00E-08 TMM32_DANRE Transmembrane protein 32 precursor 
 0737-94-(6-
7-06)_E05 
2.00E-07 5NG4_PINTA Auxin-induced protein 5NG4 
 0897-94-(6-
14-06)_G07 
2.00E-07 TOA1_YEAST Transcription initiation factor IIA large subunit 
 1026-94-(6-
2-06)_A04 
2.00E-07 NU211_SCHPO Nucleoporin nup211 
 1301-94-(6-
16-06)_C06 
2.00E-07 RBPS2_HUMAN RNA-binding protein with multiple splicing 2 
 0591-94-(6-
8-06)_F10 
3.00E-07 CL005_HUMAN Uncharacterized protein C12orf5 
 0592-94-(6-
8-06)_G10 
3.00E-07 RPB1_CAEBR DNA-directed RNA polymerase II subunit RPB1 
 0643-94-(6-
6-06)_C06 
3.00E-07 PUB14_ARATH E3 ubiquitin-protein ligase PUB14 
 1073-94-(6-
2-06)_G09 
3.00E-07 MUC2_HUMAN Mucin-2 precursor 
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 Contig\163 3.00E-07 ST_SV40 Small t antigen 
 Contig\4 4.00E-07 FB109_ARATH F-box protein At2g17030 
 0245-94-
F12(5-10-
06) 
5.00E-07 COMA_METTH Phosphosulfolactate synthase 
 Contig\186 5.00E-07 SSRB_CANFA Translocon-associated protein subunit beta precursor 
 Contig\30 9.00E-07 RM21_ARATH 50S ribosomal protein L21, mitochondrial precursor 
 0571-94-(6-
8-06)_F08 
1.00E-06 NPS13_ARATH Novel plant SNARE 13 
 0658-94-(6-
6-06)_B08 
1.00E-06 YLH47_YEAST Protein YLH47, mitochondrial precursor 
 Contig\177 1.00E-06 E6_GOSHI Protein E6 
 Contig\59 1.00E-06 USPAL_ARATH Universal stress protein A-like protein 
 0124-94-
D02(5-9-06) 
2.00E-06 CK077_HUMAN Uncharacterized protein C11orf77 
 0696-94-(6-
6-06)_H12 
2.00E-06 DNJC2_MACFA DnaJ homolog subfamily C member 2 
 1193-94-(6-
15-06)_E07 
2.00E-06 MRS2L_MOUSE Magnesium transporter MRS2L, mitochondrial precursor 
 Contig\86 2.00E-06 SMC4_MOUSE Structural maintenance of chromosomes protein 4 
 0095-93-
B02(4-21-
06) 
4.00E-06 USO1_HUMAN General vesicular transport facor p115 
 0225-94-
B10(5-10-
06) 
e-100 VA722_ARATH Vesicle-associated membrane protein 722 
 0394-94-(6-
8-06)_C12 
e-100 ARF2_ORYSJ ADP-ribosylation factor 2 
 0519-94-(6-
8-06)_C03 
e-100 FBL3_ARATH F-box/LRR-repeat protein 3 
 0733-94-(6-
7-06)_A05 
e-100 MAN6_ARATH Mannan endo-1,4-beta-mannosidase 6 precursor 
 1042-94-(6-
15-06)_E12 
e-100 CSN1_ARATH COP9 signalosome complex subunit 1 
 1135-94-(6-
9-06)_C11 
e-100 PSB2A_ARATH Proteasome subunit beta type-2-A 
 Contig\16 e-100 ARF2_ORYSJ ADP-ribosylation factor 2 
 Contig\55 e-100 UMP8_ARATH Uncharacterized mitochondrial protein At3g48680 
 0137-94-
A04(5-9-06) 
e-101 LPAT4_ARATH Probable 1-acyl-sn-glycerol-3-phosphate acyltransferase 4 
 0465-94-(6-
16-06)_G05 
e-101 NDUS8_ARATH NADH dehydrogenase [ubiquinone] iron-sulfur protein 8, 
mitochondrial precursor 
 1152-94-(6-
15-06)_D04 
e-101 CAPP1_SOYBN Phosphoenolpyruvate carboxylase, housekeeping  isozyme 
 0192-94-
A06(5-10-
06) 
e-102 PSBO_SOLTU Oxygen-evolving enhancer protein 1, chloroplast precursor 
 0463-94-(6-
16-06)_E05 
e-102 MLO1_ARATH MLO-like protein 1 
 0919-94-(6-
14-06)_F12 
e-102 FATA_CORSA Oleoyl-acyl carrier protein thioesterase, chloroplast precursor 
 Contig\60 e-102 ABAH1_ARATH Abscisic acid 8'-hydroxylase 1 
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 0523-94-(6-
8-06)_G03 
e-103 PER64_ARATH Peroxidase 64 precursor 
 0911-94-(6-
14-06)_F11 
e-103 ARA5_ARATH Ras-related protein ARA-5 
 Contig\51 e-103 SYDC_RAT Aspartyl-tRNA synthetase, cytoplasmic 
 006-94-
E05(4-28-
06) 
e-104 GLYM_SOLTU Serine hydroxymethyltransferase, mitochondrial precursor 
 Contig\149 e-104 BAS1B_ARATH 2-Cys peroxiredoxin BAS1-like, chloroplast precursor 
 Contig\41 e-104 TLPH_ARATH Thaumatin-like protein precursor 
 0249-94(5-
31-06)_007 
e-105 UBA3_ARATH NEDD8-activating enzyme E1 catalytic subunit 
 0871-94-(6-
14-06)_G06 
e-105 EXPA1_ARATH Expansin-A1 precursor 
 Contig\133 e-105 G6PI_ANASP Glucose-6-phosphate isomerase 
 1032-94-(6-
16-06)_D06 
e-106 PSA1A_ARATH Proteasome subunit alpha type-1-A 
 1039-94-(6-
2-06)_F05 
e-106 APX3_ARATH L-ascorbate peroxidase 3, peroxisomal precursor 
 Contig\8 e-106 CAHC_TOBAC Carbonic anhydrase, chloroplast precursor 
 Contig\7 e-107 IF2B_MALDO Eukaryotic translation init ation factor 2 subunit beta 
 0350-94-(6-
9-06)_G04 
e-108 RD19A_ARATH Cysteine proteinase RD19a precursor 
 0940-94-(6-
15-06)_C03 
e-108 AGAL_COFAR Alpha-galactosidase precursor 
 Contig\138 e-108 TIP21_ARATH Aquaporin TIP2-1 
 0133-94-
E03(5-9-06) 
e-109 AVP2_ARATH Pyrophosphate-energized membrane proton pump 2 
 0844-94-(6-
5-06)_D06 
e-109 DAPB1_ARATH Dihydrodipicolinate reductase 1, chloroplast precursor 
 Contig\106 e-109 ACOX4_ARATH Acyl-coenzyme A oxidase 4, peroxisomal 
 Contig\78 e-109 TPIS_COPJA Triosephosphate isomerase, cytosolic 
 0238-94-
G11(5-10-
06) 
e-110 ARGD_ALNGL Acetylornithine aminotransferase, mitochondrial precursor 
 0671-94-(6-
6-06)_G09 
e-110 RS24_ARATH 40S ribosomal protein S2-4 
 1031-94-(6-
2-06)_F04 
e-110 P2_ARATH Probable NADP-dependent oxidoreductase P2 
 0323-94-(6-
9-06)_C02 
e-111 GPT2_ARATH Glucose-6-phosphate/phosphate translocator 2, chloroplast 
precursor 
 0672-94-(6-
6-06)_H09 
e-111 IMP3_SOLLC Inositol monophosphatase 3 
 1151-94-(6-
15-06)_C04 
e-111 CAPZB_ARATH Probable F-actin-capping protein subunit beta 
 0332-94-(6-
9-06)_A03 
e-112 ANXD1_ARATH Annexin D1 
 0538-94-(6-
8-06)_F05 
e-112 ETOL1_ARATH ETO1-like protein 1 
 0793-94-(6-
14-06)_C05 
e-112 PER72_ARATH Peroxidase 72 precursor 
 Contig\135 e-112 MDHC_MEDSA Malate dehydrogenase, cytoplasmic 
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 Contig\167 e-112 CB26_PETSP Chlorophyll a-b binding protein 37, chloroplast precursor 
 0678-94-(6-
6-06)_F10 
e-113 FLA10_ARATH Fasciclin-like arabinogalactan protein 10 precursor 
 1138-94-(6-
9-06)_F11 
e-113 FH1_ARATH Formin-like protein 1 precursor 
 Contig\139 e-113 LGUL_BRAOG Putative lactoylglutathione lyase 
 Contig\39 e-113 FH13_ARATH Formin-like protein 13 
 0745-94-(6-
7-06)_E06 
e-114 KINB2_ARATH SNF1-related protein kinase regulatory subunit beta-2 
 0611-94-(6-
6-06)_C02 
e-115 CYSK_CITLA Cysteine synthase 
 1052-94-(6-
2-06)_C07 
e-115 SYH_ORYSJ Histidyl-tRNA synthetase 
 0701-94-(6-
7-06)_A01 
e-116 HTH_ARATH Protein HOTHEAD precursor 
 0763-94-(6-
7-06)_G08 
e-116 K125_TOBAC 125 kDa kinesin-related protein 
 0766-94-(6-
7-06)_A09 
e-116 1433D_SOYBN 14-3-3-like protein D 
 Contig\97 e-116 RS3A_CATRO 40S ribosomal protein S3a
 0556-94-(6-
12-06)_H10 
e-117 PSA3_SPIOL Proteasome subunit alpha type-3 
 0732-94-(6-
14-06)_A05 
e-117 HELC1_HUMAN Activating signal cointegrator 1 complex subunit 3  
 Contig\112 e-118 TIP13_ARATH Aquaporin TIP1-3 
 Contig\127 e-118 RAN3_ARATH GTP-binding nuclear protein Ran-3 
 Contig\18 e-118 PER16_ARATH Peroxidase 16 precursor 
 Contig\90 e-118 XTH23_ARATH Probable xyloglucan endotransglucosylase/hydrolase 
protein 23 precursor 
 0148-94-
D05(5-9-06) 
e-119 MFPA_BRANA Glyoxysomal fatty acid beta-oxidation  multifunctional 
protein MFP-a [Includes: Enoyl-CoA  hydratase/3-2-trans-enoyl-CoA  
isomerase/3-hydroxybutyryl-CoA epimerase 
 0298-94(5-
31-06)_009 
e-119 XCP1_ARATH Xylem cysteine proteinase 1 precursor 
 1142-94-(6-
9-06)_B12 
e-119 ARGI1_ARATH Arginase 
 0311-94(5-
31-06)_016 
e-120 ATG3_ARATH Autophagy-related protein 3 
 Contig\128 e-120 GLO2N_ARATH Putative hydroxyacylglutathione hydrolase 2, 
mitochondrial precursor 
 0074-94-
A07(4-28-
06) 
e-121 PLDA1_VIGUN Phospholipase D alpha 1 
 Contig\206 e-121 EXP13_ARATH Expansin-A13 precursor 
 0648-94(6-
6-06)_H06 
e-122 PDX1_HEVBR Probable pyridoxal biosynthesis protein PDX1 
 Contig\103 e-122 CIGR2_ORYSJ Chitin-inducible gibberellin-responsive protein 2  
 Contig\154 e-122 HPSE1_ARATH Heparanase-like protein 1 precursor 
 0247-94(5-
31-06)_003 
e-123 CUL1_ARATH Cullin-1 
 0283-94(5-
31-06)_011 
e-123 VDAC2_SOLTU 36 kDa outer mitochondrial membrane protein porin 
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 0032-94-
G01(4-28-
06) 
e-124 VA0D1_ARATH Probable vacuolar ATP synthase subunit d 1 
 0259-94(5-
31-06)_012 
e-124 Y1686_ARATH Uncharacterized membrane protein At1g16860 
 1046-94-(6-
2-06)_E06 
e-125 DNJH2_ALLPO DnaJ protein homolog 2 
 Contig\193 e-125 HSBH1_SOYBN Homeobox protein SBH1 
 0709-94-(6-
7-06)_A02 
e-126 BIP_SOLLC Luminal-binding protein precursor 
 Contig\192 e-126 EXPA6_ARATH Expansin-A6 precursor 
 Contig\136 e-127 TOC34_PEA Translocase of chloroplast 34 
 Contig\36 e-127 SYK_ARATH Lysyl-tRNA synthetase 
 0805-94-(6-
5-06)_E01 
e-128 AFC1_ARATH Serine/threonine-protein kinase AFC1 
 1163-94-(6-
15-06)_C05 
e-128 UGDH_SOYBN UDP-glucose 6-dehydrogenase 
 0860-94-(6-
5-06)_D08 
e-129 NPP_HORVU Nucleotide pyrophosphatase/phosphodiesterase 
 0020-
94_010(5-
31-06) 
e-130 ASPR_CUCPE Aspartic proteinase precursor 
 Contig\109 e-130 BSL1_ARATH Serine/threonine-protein phosphatase BSL1 
 Contig\145 e-130 RS43_ARATH 40S ribosomal protein S4-3 
 0797-94-(6-
7-06)_E12 
e-131 CSN5A_ARATH COP9 signalosome complex subunit 5a 
 Contig\12 e-131 CAMT_POPTM Caffeoyl-CoA O-methyltransferase 
 0641-94-(6-
6-06)_A06 
e-132 ERG1_PANGI Squalene monooxygenase 
 0858-94-(6-
5-06)_B08 
e-132 OPR3_SOLLC 12-oxophytodienoate reductase 3 
 Contig\143 e-132 BRU1_SOYBN Brassinosteroid-regulated protein BRU1 precursor 
 Contig\92 e-132 RH56_ARATH DEAD-box ATP-dependent RNA helicase 56 
 0361-94-(6-
12-06)_F07 
e-133 UREA_CANEN Urease 
 0898-94-(6-
14-06)_H07 
e-133 COBRA_ARATH Protein COBRA precursor 
 0455-94-(6-
16-06)_E04 
e-135 NCASE_ARATH Neutral ceramidase precursor 
 Contig\42 e-135 SFGH_ARATH S-formylglutathione hydrolase 
 0234-94-
C11(5-10-
06) 
e-136 AUX1_ARATH Auxin transporter protein 1 
 1133-94-(6-
9-06)_A11 
e-136 BOR1_ARATH Boron transporter 1 
 0282-94(5-
31-06)_009 
e-137 PEL12_ARATH Probable pectate lyase 12 precursor 
 0568-94-(6-
8-06)_C08 
e-137 STC_RICCO Sugar carrier protein C 
 0888-94-(6-
5-06)_H11 
e-139 PYRD_ARATH Dihydroorotate dehydrogenase, mitochondrial  precursor 
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 0272-94(5-
31-06)_006 
e-140 PIP_ARATH Proline iminopeptidase 
 0544-94-(6-
8-06)_D06 
e-142 RIR2_TOBAC Ribonucleoside-diphosphate reductase small chain 
 0143-94(5-
31-06)_013 
e-145 XTH_SOYBN Probable xyloglucan endotransglucosylase/hydrolase 
precursor 
 1113-94-(6-
9-06)_E08 
e-145 GCSP_PEA Glycine dehydrogenase [decarboxylating],  mitochondrial 
precursor 
 1310-94-(6-
16-06)_D07 
e-146 MAOX_VITVI NADP-dependent malic enzyme 
 Contig\49 e-146 SUOX_ARATH Sulfite oxidase 
 1097-94-(6-
2-06)_G12 
e-147 ISW2_ARATH Putative chromatin-remodeling complex ATPase chain  
 Contig\202 e-148 P2_ARATH Probable NADP-dependent oxidoreductase P2 
 0699-94-(6-
12-06)_H12 
e-151 CNGC1_ARATH Cyclic nucleotide-gated ion channel 1 
 0437-94-(6-
16-06)_E02 
e-152 SR542_SOLLC Signal recognition particle 54 kDa protein 2 
 0336-94-(6-
9-06)_D03 
e-154 ARAE1_ARATH UDP-arabinose 4-epimerase 1 
 Contig\94 e-154 SYFA_ARATH Probable phenylalanyl-tRNA synthetase alpha chain 
 0842-94-(6-
5-06)_B06 
e-155 METB_ARATH Cystathionine gamma-synthase, chloroplast precursor  
 0855-94-(6-
5-06)_G07 
e-156 SUS2_PEA Sucrose synthase 2 
 0294-94(5-
31-06)_001 
e-157 G6PI1_CLAWI Glucose-6-phosphate isomerase, cytosolic 1 
 Contig\150 e-160 MDHC_MEDSA Malate dehydrogenase, cytoplasmic 
 Contig\81 e-169 CALX_SOYBN Calnexin homolog precursor 
 Contig\166 e-170 EF1G_PRUAV Elongation factor 1-gamma 
 Contig\105 e-175 DIM_PEA Cell elongation protein dminuto 
 0006-93-
B05(4-20-
06) 
No Hit  
 0006-94-
C05(4-20-
06) 
No Hit  
 
0007for_D0
5' 
No Hit  
 0013-
94_011(5-
31-06) 
No Hit  
 0016-93-
A12(4-21-
06) 
No Hit  
 0016-
94_002(5-
31-06) 
No Hit  
 0023-
94_016(5-
31-06) 
No Hit  
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 0024-94(5-
31-06)_001 
No Hit  
 0037-94-
D02(4-28-
06) 
No Hit  
 0042-93-
G08(4-21-
06) 
No Hit  
 0045-94-
D03(4-28-
06) 
No Hit  
 0046-94-
E03(4-28-
06) 
No Hit  
 0047-93-
B08(4-21-
06) 
No Hit  
 0047-94-
F03(4-28-
06) 
No Hit  
 0052-94-
C04(4-28-
06) 
No Hit  
 0054-94-
E04(4-28-
06) 
No Hit  
 0063-94-
F05(4-28-
06) 
No Hit  
 
0071_B05(R
ev4-21-06) 
No Hit  
 
0071_F06(F
or4-28-06) 
No Hit  
 0075-94-
B07(4-28-
06) 
No Hit  
 0085-94-
D08(4-28-
06) 
No Hit  
 0087-94-
F08(4-28-
06) 
No Hit  
 0111-94-
F11(4-28-
06) 
No Hit  
 0117-94-
D12(4-28-
06) 
No Hit  
 0127-94(5-
31-06)_007 
No Hit  
 0134-94-
F03(5-9-06) 
No Hit  
 0136-94(5- No Hit  
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31-06)_011 
 0147-94-
C05(5-9-06) 
No Hit  
 0149-94-
E05(5-9-06) 
No Hit  
 0161-94-
A07(5-5-06) 
No Hit  
 0164-94-
D07(5-5-06) 
No Hit  
 0175-94-
H03(5-10-
06) 
No Hit  
 0179-94-
D04(5-10-
06) 
No Hit  
 0180-94-
E04(5-10-
06) 
No Hit  
 0195-94-
D06(5-10-
06) 
No Hit  
 0200-94-
A07(5-10-
06) 
No Hit  
 0208-94-
A08(5-10-
06) 
No Hit  
 0211-94-
D08(5-10-
06) 
No Hit  
 0220-
94E09(5-10-
06) 
No Hit  
 0226-94-
C10(5-10-
06) 
No Hit  
 0228-94-
E10(5-10-
06) 
No Hit  
 0229-94-
F10(5-10-
06) 
No Hit  
 0230-94(5-
31-06)_014 
No Hit  
 0235-94-
D11(5-10-
06) 
No Hit  
 0237-94-
F11(5-10-
06) 
No Hit  
 0241-94-
B12(5-10-
06) 
No Hit  
 0244-94-
E12(5-10-
No Hit  
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06) 
 0252-94(5-
31-06)_013 
No Hit  
 0254-94-(6-
16-06)_B10 
No Hit  
 0255-94(5-
31-06)_004 
No Hit  
 0260-94(5-
31-06)_014 
No Hit  
 0262-94(5-
31-06)_001 
No Hit  
 0263-94(5-
31-06)_003 
No Hit  
 0265-94(5-
31-06)_007 
No Hit  
 0270-94(5-
31-06)_002 
No Hit  
 0275-94(5-
31-06)_012 
No Hit  
 0280-94(5-
31-06)_005 
No Hit  
 0285-94(5-
31-06)_015 
No Hit  
 0292-94(5-
31-06)_014 
No Hit  
 0300-94(5-
31-06)_013 
No Hit  
 0303-94(5-
31-06)_002 
No Hit  
 0306-94(5-
31-06)_006 
No Hit  
 0316-94-(6-
9-06)_E01 
No Hit  
 0319-94-(6-
9-06)_G01 
No Hit  
 0349-94-(6-
9-06)_F04 
No Hit  
 0352-94-(6-
27-06)_H04 
No Hit  
 0356-94-(6-
12-06)_A07 
No Hit  
 0358-94-(6-
12-06)_C07 
No Hit  
 0367-94-(6-
12-06)_D08 
No Hit  
 0380-94-(6-
12-06)_G09 
No Hit  
 0381-94-(6-
12-06)_H09 
No Hit  
 0382-94-(6-
12-06)_A10 
No Hit  
 0433-94-(6-
27-06)_D06 
No Hit  
 0436-94-(6- No Hit  
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16-06)_D02 
 0439-94-(6-
16-06)_G02 
No Hit  
 0440-94-(6-
16-06)_H02 
No Hit  
 0444-94-(6-
16-06)_C03 
No Hit  
 0445-94-(6-
16-06)_D03 
No Hit  
 0451-94-(6-
16-06)_A04 
No Hit  
 0452-94-(6-
16-06)_B04 
No Hit  
 0454-94-(6-
16-06)_D04 
No Hit  
 0503-94-(6-
8-06)_C01 
No Hit  
 0506-94-(6-
8-06)_F01 
No Hit  
 0511-94-(6-
8-06)_C02 
No Hit  
 0514-94-(6-
8-06)_F02 
No Hit  
 0518-94-(6-
8-06)_B03 
No Hit  
 0521-94-(6-
8-06)_E03 
No Hit  
 0527-94-(6-
8-06)_C04 
No Hit  
 0528-94-(6-
8-06)_D04 
No Hit  
 0531-94-(6-
8-06)_G04 
No Hit  
 0535-94-(6-
8-06)_C05 
No Hit  
 0543-94-(6-
8-06)_C06 
No Hit  
 0549-94-(6-
12-06)_F10 
No Hit  
 0566-94-(6-
8-06)_A08 
No Hit  
 0578-94-(6-
8-06)_C09 
No Hit  
 0580-94-(6-
8-06)_D09 
No Hit  
 0584-94-(6-
8-06)_G09 
No Hit  
 0594-94-(6-
8-06)_A11 
No Hit  
 0595-94-(6-
8-06)_B11 
No Hit  
 0604-94-(6-
6-06)_D01 
No Hit  
 0616-94-(6- No Hit  
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6-06)_H02 
 0619-94-(6-
6-06)_C03 
No Hit  
 0628-94-(6-
6-06)_D04 
No Hit  
 0634-94-(6-
6-06)_B05 
No Hit  
 0638-94-(6-
6-06)_F05 
No Hit  
 0640-94-(6-
6-06)_H05 
No Hit  
 0644-94-(6-
6-06)_D06 
No Hit  
 0645-94-(6-
6-06)_E06 
No Hit  
 0647-94-(6-
6-06)_G06 
No Hit  
 0649-94-(6-
6-06)_A07 
No Hit  
 0655-94-(6-
6-06)_G07 
No Hit  
 0659-94-(6-
6-06)_C08 
No Hit  
 0661-94-(6-
6-06)_E08 
No Hit  
 0663-94-(6-
6-06)_G08 
No Hit  
 0664-94-(6-
6-06)_H08 
No Hit  
 0668-94-(6-
6-06)_D09 
No Hit  
 0676-94-(6-
6-06)_D10 
No Hit  
 0683-94-(6-
6-06)_C11 
No Hit  
 0687-94-(6-
6-06)_G11 
No Hit  
 0691-94-(6-
6-06)_C12 
No Hit  
 0694-94-(6-
6-06)_F12 
No Hit  
 0695-94-(6-
6-06)_G12 
No Hit  
 0702-94-(6-
7-06)_B01 
No Hit  
 0707-94-(6-
7-06)_G01 
No Hit  
 0713-94-(6-
7-06)_E02 
No Hit  
 0718-94-(6-
7-06)_B03 
No Hit  
 0720-94-(6-
7-06)_D03 
No Hit  
 0721-94-(6- No Hit  
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7-06)_E03 
 0725-94-(6-
7-06)_A04 
No Hit  
 0728-94-(6-
7-06)_D04 
No Hit  
 0730-94-(6-
7-06)_F04 
No Hit  
 0735-94-(6-
7-06)_C05 
No Hit  
 0738-94-(6-
7-06)_F05 
No Hit  
 0753-94-(6-
7-06)_E07 
No Hit  
 0756-94-(6-
7-06)_H07 
No Hit  
 0760-94-(6-
7-06)_D08 
No Hit  
 0768-94-(6-
7-06)_C09 
No Hit  
 0770-94-(6-
14-06)_B05' 
No Hit  
 0776-94-(6-
7-06)_A10 
No Hit  
 0777-94-(6-
7-06)_B10 
No Hit  
 0791-94-(6-
7-06)_G11 
No Hit  
 0795-94-(6-
7-06)_C12 
No Hit  
 0796-94-(6-
7-06)_D12 
No Hit  
 0801-94-(6-
5-06)_A01 
No Hit  
 0804-94-(6-
5-06)_D01 
No Hit  
 0810-94-(6-
5-06)_B02 
No Hit  
 0818-94-(6-
5-06)_B03 
No Hit  
 0822-94-(6-
5-06)_F03 
No Hit  
 0826-94-(6-
5-06)_B04 
No Hit  
 0829-94-(6-
5-06)_E04 
No Hit  
 0830-94-(6-
5-06)_F04 
No Hit  
 0834-94-(6-
15-
06bad)_H10 
No Hit  
 0836-94-(6-
5-06)_D05 
No Hit  
 0846-94-(6-
5-06)_F06 
No Hit  
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 0849-94-(6-
5-06)_A07 
No Hit  
 0854-94-(6-
5-06)_F07 
No Hit  
 0857-94-(6-
5-06)_A08 
No Hit  
 0859-94-(6-
5-06)_C08 
No Hit  
 0881-94-(6-
5-06)_A11 
No Hit  
 0883-94-(6-
5-06)_C11 
No Hit  
 0885-94-(6-
5-06)_E11 
No Hit  
 0889-94-(6-
5-06)_A12 
No Hit  
 0891-94-(6-
5-06)_C12 
No Hit  
 0892-94-(6-
5-06)_D12 
No Hit  
 0894-94-(6-
5-06)_F12 
No Hit  
 0910-94-(6-
14-06)_E11 
No Hit  
 0914-94-(6-
14-06)_A12 
No Hit  
 0916-94-(6-
14-06)_C12 
No Hit  
 0921-94-(6-
14-06)_H12 
No Hit  
 0922-94-(6-
15-06)_A01 
No Hit  
 0927-94-(6-
15-06)_F01 
No Hit  
 0929-94-(6-
15-06)_H01 
No Hit  
 0931-94-(6-
16-06)_G11 
No Hit  
 0938-94-(6-
15-06)_A03 
No Hit  
 0944-94-(6-
15-06)_G03 
No Hit  
 0945-94-(6-
15-06)_H03 
No Hit  
 1009-94-(6-
2-06)_A02 
No Hit  
 1010-94-(6-
2-06)_B02 
No Hit  
 1014-94-(6-
2-06)_E02 
No Hit  
 1017-94-(6-
2-06)_H02 
No Hit  
 1018-94-(6-
2-06)_A03 
No Hit  
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 1027-94-(6-
2-06)_B04 
No Hit  
 1029-94-(6-
2-06)_D04 
No Hit  
 1032-94-(6-
2-06)_G04 
No Hit  
 1035-94-(6-
14-06)_G08 
No Hit  
 1041-94-(6-
2-06)_H05 
No Hit  
 1058-94-(6-
2-06)_H07 
No Hit  
 1060-94-(6-
2-06)_B08 
No Hit  
 1063-94-(6-
2-06)_E08 
No Hit  
 1067-94-(6-
2-06)_A09 
No Hit  
 1069-94-(6-
2-06)_C09 
No Hit  
 1071-94-(6-
2-06)_E09 
No Hit  
 1072-94-(6-
2-06)_F09 
No Hit  
 1076-94-(6-
2-06)_B10 
No Hit  
 1077-94-(6-
2-06)_C10 
No Hit  
 1079-94-(6-
2-06)_E10 
No Hit  
 1080-94-(6-
2-06)_F10 
No Hit  
 1084-94-(6-
2-06)_B11 
No Hit  
 1094-94-(6-
2-06)_D12 
No Hit  
 1096-94-(6-
2-06)_F12 
No Hit  
 1102-94-(6-
9-06)_B07 
No Hit  
 1111-94-(6-
9-06)_C08 
No Hit  
 1118-94-(6-
9-06)_B09 
No Hit  
 1124-94-(6-
9-06)_H09 
No Hit  
 1127-94-(6-
9-
06Truncated
)_C10 
No Hit  
 1134-94-(6-
9-06)_B11 
No Hit  
 1143-94-(6-
9-06)_C12 
No Hit  
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 1145-94-(6-
9-
06Truncated
)_E12 
No Hit  
 1146-94-(6-
9-06)_F12 
No Hit  
 1148-94-(6-
9-06)_H12 
No Hit  
 1160-94-(6-
15-06)_B05 
No Hit  
 1167-94-(6-
15-06)_F05 
No Hit  
 1172-94-(6-
15-06)_B06 
No Hit  
 1192-94-(6-
15-06)_D07 
No Hit  
 1307-94-(6-
16-06)_A07 
No Hit  
 Contig\10 No Hit  
 Contig\101 No Hit  
 Contig\104 No Hit  
 Contig\107 No Hit  
 Contig\11 No Hit  
 Contig\110 No Hit  
 Contig\117 No Hit  
 Contig\134 No Hit  
 Contig\14 No Hit  
 Contig\144 No Hit  
 Contig\15 No Hit  
 Contig\155 No Hit  
 Contig\156 No Hit  
 Contig\164 No Hit  
 Contig\168 No Hit  
 Contig\17 No Hit  
 Contig\175 No Hit  
 Contig\178 No Hit  
 Contig\180 No Hit  
 Contig\184 No Hit  
 Contig\187 No Hit  
 Contig\189 No Hit  
 Contig\191 No Hit  
 Contig\194 No Hit  
 Contig\2 No Hit  
 Contig\20 No Hit  
 Contig\203 No Hit  
 Contig\204 No Hit  
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 Contig\21 No Hit  
 Contig\24 No Hit  
 Contig\26 No Hit  
 Contig\33 No Hit  
 Contig\43 No Hit  
 Contig\45 No Hit  
 Contig\47 No Hit  
 Contig\50 No Hit  
 Contig\53 No Hit  
 Contig\56 No Hit  
 Contig\57 No Hit  
 Contig\64 No Hit  
 Contig\68 No Hit  
 Contig\77 No Hit  
 Contig\80 No Hit  
 Contig\82 No Hit  
 Contig\87 No Hit  
 Contig\89 No Hit  
 Contig\98 No Hit  
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APPENDIX K: Putative Xylogenesis Genes 
ID 
E-
value 
TAIR 
Locus Descriptions 
 Contig_81 e-166 
AT5G61
790.1   calnexin 1 (CNX1)  
 Contig_21 e-155 
AT5G06
050.1   dehydration-responsive protein-related  
 Contig_102 e-150 
AT2G35
620.1   leucine-rich repeat transmembrane protein  kinase, putative  
 0143-94(5-31-
06)_013 e-142 
AT5G13
870.1  
 EXGT-A4 (ENDOXYLOGLUCAN TRANSFERASE A4); 
hydrolase, acting on glycosyl bonds  
 0940-94-(6-15-
06)_C03 e-142 
AT3G56
310.1  
 alpha-galactosidase, putative / melibiase, putative / alpha-D-
galactoside galactohydrolase, putative  
 Contig_115 e-141 
AT4G27
680.1  
 MSP1 protein, putative / intramitochondrial sorting protein, 
putative  
 0825-94-(6-5-
06)_A04 e-140 
AT2G36
570.1   leucine-rich repeat transmembrane protein  kinase, putative  
 0860-94-(6-5-
06)_D08 e-137 
AT5G50
400.1  
 ATPAP27/PAP27 (purple acid  phosphatase 27); acid 
phosphatase/ protein  serine/threonine phosphatase  
 0898-94-(6-14-
06)_H07 e-133 
AT5G60
920.1   COB (COBRA)  
 Contig_92 e-133 
AT5G11
170.1   DEAD/DEAH box helicase, putative (RH15)  
 0839-94-(6-14-
06)_C06 e-129 
AT5G17
770.1   ATCBR (NADH:CYTOCHROME B5 REDUCTASE 1)  
 Contig_12 e-129 
AT4G34
050.1   caffeoyl-CoA 3-O-methyltransferase, putative  
 0665-94-(6-6-
06)_A09 e-121 
AT1G54
790.1   GDSL-motif lipase/hydrolase family protein  
 0303-94(5-31-
06)_002 e-121 
AT5G25
460.1  
 similar to unknown protein [Arabidopsis thaliana] 
(TAIR:AT5G11420.1); 
 Contig_140 e-119 
AT5G25
100.1   endomembrane protein 70, putative  
 Contig_18 e-119 
AT2G18
980.1   peroxidase, putative  
 Contig_159 e-113 
AT1G01
300.1   aspartyl protease family protein  
 Contig_196 e-112 
AT1G76
160.1   SKS5 (SKU5 Similar 5); copper ion  binding / oxidoreductase  
 Contig_96 e-111 
AT1G14
670.1   endomembrane protein 70, putative  
 Contig_138 e-109 
AT3G16
240.1   DELTA-TIP (delta tonoplast integral protein); water channel  
 0801-94-(6-5-
06)_A01 e-108 
AT5G14
430.2   dehydration-responsive protein-related  
 0097-94-H09(4-
28-06) e-108 
AT1G72
680.1   cinnamyl-alcohol dehydrogenase, putative  
 0548-94-(6-8-
06)_H06 e-106 
AT5G55
180.1   glycosyl hydrolase family 17 protein  
 Contig_41 e-105 
AT1G73
620.1  
 thaumatin-like protein, putative / pathogenesis-related protein, 
putative  
 0766-94-(6-7-
06)_A09 e-105 
AT2G42
590.2    GF14 MU, GENERAL REGULATORY FACTOR 9, GRF9  
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 0523-94-(6-8-
06)_G03 e-104 
AT5G42
180.1   peroxidase 64 (PER64) (P64) (PRXR4)  
 0400-94-(6-8-
06)_H12 
2.00
E-98 
AT5G21
090.1  leucine-rich repeat protein, putative  
 1105-94-(6-9-
06)_E07 
9.00
E-96 
AT3G10
710.1  pectinesterase family protein  
 0808-94-(6-5-
06)_H01 
1.00
E-94 
AT3G17
840.1  
RLK902 (receptor-like kinase 902); ATP binding / kinase/ 
protein serine/threonine kinase  
 Contig_116 
2.00
E-92 
AT4G28
510.1   ATPHB1 (PROHIBITIN 1)  
 0030-94-E01(4-28-
06) 
5.00
E-91 
AT3G23
750.1  
 leucine-rich repeat family protein / protein kinase family 
protein  
 Contig_35 
8.00
E-84 
AT5G16
000.1   NIK1 (NSP-INTERACTING KINASE 1); kinase  
 Contig_83 
4.00
E-80 
AT5G36
890.2   hydrolase, hydrolyzing O-glycosyl compounds  
 1111-94-(6-9-
06)_C08 
1.00
E-74 
AT2G17
230.1   phosphate-responsive 1 family protein  
 Contig_155 
3.00
E-72 
AT3G11
660.1   NHL1 (NDR1/HIN1-like 1)  
 1182-94-(6-15-
06)_H06 
1.00
E-66 
AT2G01
660.1   33 kDa secretory protein-related  
 Contig_37 
9.00
E-66 
AT3G16
520.2   UDP-glucoronosyl/UDP-glucosyl transferase family protein  
 0545-94-(6-8-
06)_E06 
8.00
E-63 
AT5G54
160.1   ATOMT1 (O-METHYLTRANSFERASE 1)  
 0856-94-(6-5-
06)_H07 
9.00
E-61 
AT4G19
150.1   ankyrin repeat family protein  
 0581-94-(6-8-
06)_E09 
8.00
E-53 
AT4G29
360.1   glycosyl hydrolase family 17 protein  
 1004-94(6-2-
06Truncated)_D01 
1.00
E-50 
AT5G42
800.1  
 DFR (DIHYDROFLAVONOL 4-REDUCTASE); 
dihydrokaempferol 4-reductase  
 0576-94-(6-12-
06)_E11 
1.00
E-50 
AT1G76
010.1   nucleic acid binding  
 1116-94-(6-9-
06)_H08 
2.00
E-47 
AT5G10
290.1  
 leucine-rich repeat family protein / protein kinase family 
protein  
 0904-94-(6-14-
06)_G10 
5.00
E-27 
AT4G35
580.1   no apical meristem (NAM) family protein  
 0714-94-(6-7-
06)_F02 
2.00
E-19 
AT5G15
230.2   GASA4 (GAST1 PROTEIN HOMOLOG 4)  
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Query 
E-
value 
Hit 1  
  0238-94-
G11(5-10-06) 
6.00E
-157 
emb|Y08680.1|AGAG118 A.glutinosa mRNA for acetylornithine transaminase 
  0897-94-(6-
14-06)_G07 
9.00E
-57 
emb|X98861.1|ATTFIIAL A.thaliana mRNA for large subunit of TFIIA 
  0532-94-(6-8-
06)_H04 
3.00E
-177 
gb|AY570536.1| Alyssum montanum chloroplast ATP phosphoribosyl 
transferase (ATP-PRT1)  mRNA, complete cds; nuclear g ne for chloroplast 
product 
  0060-94-
C05(4-28-06) 
0 gb|DQ519359.2| Ammopiptanthus mongolicus EBP1 mRNA, complete cds 
  Contig\34 2.00E
-45 
ref|NM_126044.3| Arabidopsis thaliana (1-4)-beta-mannan endohydrolase, 
putative  (AT5G66460) mRNA, complete cds 
  0946-94-(6-
15-06)_A04 
2.00E
-147 
gb|AF043538.1|AF043538 Arabidopsis thaliana 20S proteasome beta subunit 
PBG1 (PBG1)  mRNA, complete cds 
  Contig\181 4.00E
-55 
ref|NM_125180.2| Arabidopsis thaliana 26S proteasome regulatory subunit, 
putative  (AT5G57950) mRNA, complete cds 
  Contig\79 1.00E
-149 
ref|NM_179121.2| Arabidopsis thaliana 2-oxoacid dehy rogenase family 
protein (AT4G26910)  mRNA, complete cds 
  0647-94-(6-6-
06)_G06 
4.00E
-99 
ref|NM_111017.2| Arabidopsis thaliana 5'-AMP-activated protein kinase beta-1 
subunit-related  (AT3G01510) mRNA, complete cds 
  Contig\122 1.00E
-169 
ref|NM_106064.3| Arabidopsis thaliana 60S ribosomal protein L6 (RPL6C) 
(AT1G74050)  mRNA, complete cds 
  Contig\183 1.00E
-162 
ref|NM_122390.3| Arabidopsis thaliana ABC1 family protein (AT5G24810) 
mRNA, complete  cds 
  1025-94-(6-2-
06)_H03 
8.00E
-89 
ref|NM_130185.3| Arabidopsis thaliana ABI1L1 (ABI-1-LIKE 1) (ABI1L1) 
mRNA, complete  cds 
  Contig\23 5.00E
-22 
ref|NM_100526.4| Arabidopsis thaliana ACD32.1 (ALPHA-CRYSTALLIN 
DOMAIN 31.2) (ACD32.1)  mRNA, complete cds 
  Contig\106 0 ref|NM_115043.2| Arabidopsis thaliana ACX4 (ACYL-COA OXIDASE 4); 
oxidoreductase  (ACX4) mRNA, complete cds 
  0517-94-(6-8-
06)_A03 
3.00E
-81 
ref|NM_119521.3| Arabidopsis thaliana ADL2 (ARABIDOPSIS DYNAMIN-
LIKE 2); GTP binding  / GTPase (ADL2) mRNA, complete cds 
  0805-94-(6-5-
06)_E01 
0 ref|NM_202696.2| Arabidopsis thaliana AFC1 (ARABIDOPSIS FUS3-
COMPLEMENTING GENE  1); kinase (AFC1) mRNA, complete cds 
  0940-94-(6-
15-06)_C03 
0 ref|NM_202718.2| Arabidopsis thaliana alpha-galactosidase, putative / 
melibiase,  putative / alpha-D-galactoside galactohydrolase, putative  
(AT3G56310) mRNA, complete cds 
  1009-94-(6-2-
06)_A02 
5.00E
-161 
ref|NM_103660.5| Arabidopsis thaliana amino acid transporter family protein 
(AT1G47670)  mRNA, complete cds 
  1133-94-(6-9-
06)_A11 
0 ref|NM_116092.3| Arabidopsis thaliana anion exchange family protein 
(AT3G62270)  mRNA, complete cds 
  1034-94-(6-
14-06)_F08 
7.00E
-178 
ref|NM_119463.4| Arabidopsis thaliana APM1 (Aminopeptidase M1) mRNA, 
complete  cds 
  0460-94-(6-
16-06)_B05 
8.00E
-127 
ref|NM_102258.4| Arabidopsis thaliana ARL1 (ARG1-LIKE1); heat shock 
protein binding  / unfolded protein binding (ARL1) mRNA, complete cds 
  1146-94-(6-9-
06)_F12 
3.00E
-18 
ref|NM_123088.3| Arabidopsis thaliana armadillo/beta-catenin repeat family 
protein  (AT5G37290) mRNA, complete cds 
  1123-94-(6-9-
06)_G09 
3.00E
-144 
ref|NM_125409.4| Arabidopsis thaliana aspartyl aminopeptidase, putative 
(AT5G60160)  mRNA, complete cds 
478 
 
 
  Contig\159 8.00E
-140 
ref|NM_100012.2| Arabidopsis thaliana aspartyl protease family protein 
(AT1G01300)  mRNA, complete cds 
  0719-94-(6-7-
06)_C03 
2.00E
-171 
ref|NM_119754.3| Arabidopsis thaliana aspartyl protease family protein 
(AT4G35880)  mRNA, complete cds 
  Contig\51 0 ref|NM_179227.2| Arabidopsis thaliana spartyl-tRNA synthetase, putative / 
aspartate--tRNA  ligase, putative (AT4G31180) mRNA, complete cds 
  0530-94-(6-8-
06)_F04 
1.00E
-112 
dbj|AK118255.1| Arabidopsis thaliana At3g29100 mRNA for putative vesicle 
transport  protein, complete cds, clone: RAFL19-55-L11 
  0770-94-(6-
14-06)_B05' 
1.00E
-35 
gb|BT023476.1| Arabidopsis thaliana At4g13270 gene, complete cds 
  0276-94(5-
31-06)_014 
3.00E
-104 
gb|BT030465.1| Arabidopsis thaliana At5g37340 mRNA, complete cds 
  Contig\16 0 ref|NM_102198.3| Arabidopsis thaliana ATARF/ATARF1/ATARFA1A (ADP-
RIBOSYLATION  FACTOR 1); GTP binding / phospholipase activator/ protein 
binding  (ATARF/ATARF1/ATARFA1A) mRNA, complete cds 
  Contig\174 5.00E
-142 
ref|NM_118359.3| Arabidopsis thaliana ATCES1 (ATCES1); catalytic 
(ATCES1) mRNA,  complete cds 
  Contig\206 7.00E
-134 
ref|NM_111192.2| Arabidopsis thaliana ATEXPA13 (ARABIDOPSIS 
THALIANA EXPANSIN  A13) (ATEXPA13) mRNA, complete cds 
  0922-94-(6-
15-06)_A01 
1.00E
-85 
ref|NM_125748.2| Arabidopsis thaliana ATFP3 (Arabidopsis thaliana 
farnesylated  protein 3); metal ion binding (ATFP3) mRNA, complete cds 
  Contig\22 0 ref|NM_104734.2| Arabidopsis thaliana ATGOLS4 (ARABIDOPSIS 
THALIANA GALACTINOL  SYNTHASE 4); transferase, transferring 
glycosyl groups / transferase,  transferring he (ATGOLS4) mRNA, complete 
cds 
  0463-94-(6-
16-06)_E05 
3.00E
-120 
ref|NM_116494.4| Arabidopsis thaliana ATMLO1/MLO1 (MILDEW 
RESISTANCE LOCUS O 1);  calmodulin binding (ATMLO1/MLO1) mRNA, 
complete cds 
  0465-94-(6-
16-06)_G05 
6.00E
-179 
ref|NM_101530.3| Arabidopsis thaliana ATMLO14 (ARABIDOPSIS 
THALIANA MILDEW RESISTANCE  LOCUS O 14); NADH dehydrogenase 
(ubiquinone) (ATMLO14)  mRNA, complete cds 
  0717-94-(6-7-
06)_A03 
9.00E
-95 
ref|NM_114748.2| Arabidopsis thaliana ATMP2 (ARABIDOPSIS THALIANA 
MEMBRANE-ASSOCIATED  PROGESTERONE BINDING PROTEIN 3); 
heme binding / transition  metal ion binding (ATMP2) mRNA, complete cds 
  0690-94-(6-6-
06)_B12 
1.00E
-66 
ref|NM_148121.2| Arabidopsis thaliana AtMYB82 (myb domain protein 82); 
DNA binding  / transcription factor (AtMYB82) mRNA, complete cds 
  0847-94-(6-5-
06)_G06 
2.00E
-77 
ref|NM_122512.3| Arabidopsis thaliana ATP binding / protein kinase/ protein 
serine/threonine  kinase (AT5G26110) mRNA, complete cds 
  0087-93-
B03(4-21-06) 
4.00E
-57 
ref|NM_121632.3| Arabidopsis thaliana ATRAD21.3 (Arabidopsis homolog of 
RAD21  3) (ATRAD21.3) mRNA, complete cds 
  0621-94-(6-6-
06)_E03 
0 ref|NM_118989.2| Arabidopsis thaliana AtRPN1b/RPN1B (26S proteasome 
regulatory  subunit S2 1B); binding (AtRPN1b/RPN1B) mRNA, complete cds 
  0597-94-(6-8-
06)_D11 
1.00E
-85 
ref|NM_116051.3| Arabidopsis thaliana ATRSP31 (ARGININE/SERINE-RICH 
SPLICING FACTOR  31); RNA binding (ATRSP31) mRNA, complete cds 
  1064-94-(6-2-
06)_F08 
1.00E
-104 
ref|NM_180843.2| Arabidopsis thaliana ATRSP41 (Arabidopsis thaliana 
arginine/serine-rich  splicing factor 41); RNA bindg (ATRSP41) mRNA,  
complete cds 
  0726-94-(6-7-
06)_B04 
1.00E
-105 
ref|NM_104210.3| Arabidopsis thaliana AtTLP7 (TUBBY LIKE PROTEIN 7); 
phosphoric  diester hydrolase/ transcription factor (AtTLP7) mRNA, complete  
cds 
  0595-94-(6-8-
06)_B11 
3.00E
-69 
ref|NM_105795.4| Arabidopsis thaliana ATWHY2 (A. THALIANA WHIRLY 
2); DNA binding  (ATWHY2) mRNA, complete cds 
  0311-94(5-
31-06)_016 
6.00E
-176 
ref|NM_125543.3| Arabidopsis thaliana autophagy 3 (APG3) (AT5G61500) 
mRNA, complete  cds 
  0133-94- 0 ref|NM_106541.3| Arabidopsis thaliana AVP2 (ARABIDOPSIS VACUOLAR 
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E03(5-9-06) H+-PYROPHOSPHATASE  2) (AVP2) mRNA, complete cds 
  Contig\85 0 ref|NM_126401.4| Arabidopsis thaliana band 7 family protein (AT2G03510) 
mRNA,  complete cds 
  0799-94-(6-7-
06)_F12 
0 ref|NM_124536.3| Arabidopsis thaliana band 7 family protein (AT5G51570) 
mRNA,  complete cds 
  Contig\66 3.00E
-158 
ref|NM_117209.4| Arabidopsis thaliana beta-adaptin, utative (AT4G11380) 
mRNA,  complete cds 
  0527-94-(6-8-
06)_C04 
4.00E
-93 
ref|NM_124824.3| Arabidopsis thaliana binding (AT5G54440) mRNA, 
complete cds 
  0584-94-(6-8-
06)_G09 
1.00E
-47 
ref|NM_102394.2| Arabidopsis thaliana BSD domain-cotaining protein 
(AT1G26300)  mRNA, complete cds 
  Contig\185 6.00E
-173 
ref|NM_121242.4| Arabidopsis thaliana carbon-nitrogen hydrolase family 
protein  (AT5G12040) mRNA, complete cds 
  0666-94-(6-6-
06)_B09 
4.00E
-48 
ref|NM_116520.3| Arabidopsis thaliana catalytic (AT4G02860) mRNA, 
complete cds 
  0455-94-(6-
16-06)_E04 
1.00E
-168 
ref|NM_129358.3| Arabidopsis thaliana ceramidase family protein 
(AT2G38010) mRNA,  complete cds 
  0200-94-
A07(5-10-06) 
2.00E
-150 
ref|NM_180700.3| Arabidopsis thaliana chaperone protein dnaJ-related 
(AT5G06130)  mRNA, complete cds 
  1097-94-(6-2-
06)_G12 
0 ref|NM_121867.3| Arabidopsis thaliana CHR17 (CHROMATIN 
REMODELING FACTOR17); DNA-dependent  ATPase (CHR17) mRNA, 
complete cds 
  0694-94-(6-6-
06)_F12 
1.00E
-54 
ref|NM_180719.3| Arabidopsis thaliana CIC7E11; protein binding / zinc ion 
binding  (CIC7E11) mRNA, complete cds 
  0097-94-
H09(4-28-06) 
4.00E
-133 
ref|NM_105927.3| Arabidopsis thaliana cinnamyl-alcohol dehydrogenase, 
putative  (AT1G72680) mRNA, complete cds 
  Contig\137 2.00E
-127 
ref|NM_122420.1| Arabidopsis thaliana CIPK25 (CBL-INTERACTING 
PROTEIN KINASE 25);  kinase (CIPK25) mRNA, complete cds 
  Contig\93 4.00E
-80 
ref|NM_119709.1| Arabidopsis thaliana CLC-E (CHLORIDE CHANNEL E); 
voltage-gated  chloride channel (CLC-E) mRNA, complete cds 
  0665-94-(6-6-
06)_A09 
7.00E
-121 
gb|AY084964.1| Arabidopsis thaliana clone 122943 mRNA, complete sequence 
  1032-94-(6-
16-06)_D06 
1.00E
-137 
gb|AY085017.1| Arabidopsis thaliana clone 12455 mRNA, complete sequence 
  0591-94-(6-8-
06)_F10 
2.00E
-83 
gb|AY086037.1| Arabidopsis thaliana clone 207684 mRNA, complete sequence 
  0106-94-
A11(4-28-06) 
4.00E
-45 
gb|AY086191.1| Arabidopsis thaliana clone 22246 mRNA, complete sequence 
  0749-94-(6-7-
06)_A07 
1.00E
-125 
gb|AY087677.1| Arabidopsis thaliana clone 37589 mRNA, complete sequence 
  0851-94-(6-5-
06)_C07 
3.00E
-151 
gb|AY087739.1| Arabidopsis thaliana clone 38096 mRNA, complete sequence 
  0704-94-(6-7-
06)_D01 
2.00E
-102 
ref|NM_117276.2| Arabidopsis thaliana Clp amino terminal domain-containing 
protein  (AT4G12060) mRNA, complete cds 
  0652-94-(6-6-
06)_D07 
4.00E
-143 
ref|NM_105338.3| Arabidopsis thaliana CLPP3 (Clp protease proteolytic 
subunit  3); endopeptidase Clp (CLPP3) mRNA, complete cds 
  0029-94-
D01(4-28-06) 
6.00E
-43 
ref|NM_179526.3| Arabidopsis thaliana copine-related (AT1G67800) mRNA, 
complete  cds 
  0915-94-(6-
14-06)_B12 
7.00E
-26 
ref|NM_106586.4| Arabidopsis thaliana copine-related (AT1G79380) mRNA, 
complete  cds 
  0439-94-(6-
16-06)_G02 
7.00E
-140 
ref|NM_119688.3| Arabidopsis thaliana cyclase family protein (AT4G35220) 
mRNA,  complete cds 
  0086-94-
E08(4-28-06) 
3.00E
-66 
ref|NM_121005.4| Arabidopsis thaliana cytochrome b5 domain-containing 
protein  (AT5G09680) mRNA, complete cds 
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  0732-94-(6-
14-06)_A05 
0 ref|NM_125507.2| Arabidopsis thaliana DEAD box RNA helicase, putative 
(AT5G61140)  mRNA, complete cds 
  Contig\92 0 ref|NM_121158.3| Arabidopsis thaliana DEAD/DEAH box helicase, putative 
(AT5G11200)  mRNA, complete cds 
  Contig\89 4.00E
-150 
ref|NM_125799.2| Arabidopsis thaliana dehydration-responsive protein-related 
(AT5G64030)  mRNA, complete cds 
  Contig\21 6.00E
-160 
ref|NM_106375.1| Arabidopsis thaliana dehydration-responsive protein-related 
(AT1G77260)  mRNA, complete cds 
  0801-94-(6-5-
06)_A01 
2.00E
-103 
ref|NM_203052.1| Arabidopsis thaliana dehydration-responsive protein-related 
(AT5G14430)  mRNA, complete cds 
  0249-94(5-
31-06)_007 
7.00E
-162 
ref|NM_121923.3| Arabidopsis thaliana ECR1 (E1 C-TERMINAL RELATED 
1); small protein  activating enzyme (ECR1) mRNA, complete cds 
  0624-94-(6-6-
06)_H03 
0 ref|NM_112228.2| Arabidopsis thaliana endomembrane protein 70, putative 
(AT3G13772)  mRNA, complete cds 
  0242-94-
C12(5-10-06) 
1.00E
-178 
ref|NM_126258.2| Arabidopsis thaliana endomembrane protein 70, putative 
(AT2G01970)  mRNA, complete cds 
  0509-94-(6-8-
06)_A02 
3.00E
-113 
ref|NM_106062.3| Arabidopsis thaliana enolase, putative (AT1G74030) mRNA, 
complete  cds 
  Contig\42 0 ref|NM_129716.2| Arabidopsis thaliana esterase, putative (AT2G41530) 
mRNA, complete  cds 
  1108-94-(6-9-
06)_H07 
1.00E
-87 
ref|NM_121228.4| Arabidopsis thaliana eukaryotic translation initiation factor  
SUI1 family protein (AT5G11900) mRNA, complete cds 
  1151-94-(6-
15-06)_C04 
1.00E
-163 
ref|NM_105837.3| Arabidopsis thaliana F-actin capping protein beta subunit 
family  protein (AT1G71790) mRNA, complete cds 
  0199-94(5-
31-06)_008 
9.00E
-53 
ref|NM_120858.2| Arabidopsis thaliana formin homology 2 domain-containing 
protein  / FH2 domain-containing protein (AT5G07760) mRNA, complete  cds 
  Contig\82 1.00E
-43 
emb|BX814086.1|CNS0AE0N Arabidopsis thaliana Full-length cDNA 
Complete sequence from  clone GSLTFB56ZD01 of Flowers and buds of strain 
col-0 of Arabidopsis  thaliana (thale cress) 
  1308-94-(6-
16-06)_B07 
3.00E
-88 
emb|BX842281.1|CNS0A0DV Arabidopsis thaliana Full-length cDNA 
Complete sequence from  clone GSLTSIL91ZD04 of Silique of strain col-0 of 
Arabidopsis  thaliana (thale cress) 
  1193-94-(6-
15-06)_E07 
6.00E
-173 
emb|BX829681.1|CNS0A1CB Arabidopsis thaliana Full-length cDNA 
Complete sequence from  clone GSLTFB2ZA11 of Flowers and buds of strain 
col-0 of Arabidopsis  thaliana (thale cress) 
  0910-94-(6-
14-06)_E11 
2.00E
-116 
emb|BX814089.1|CNS0AC31 Arabidopsis thaliana Full-length cDNA Complete 
sequence from  clone GSLTFB56ZE07 of Flowers and buds of strain col-0 of 
Arabidopsis  thaliana (thale cress) 
  0844-94-(6-5-
06)_D06 
7.00E
-166 
emb|BX824728.1|CNS0A6VN Arabidopsis thaliana Full-length cDNA 
Complete sequence from  clone GSLTPGH68ZC04 of Hormone Treated Callus 
of strain col-0  of Arabidopsis thaliana (thale cress) 
  0541-94-(6-8-
06)_A06 
5.00E
-129 
emb|BX815165.1|CNS0ACS6 Arabidopsis thaliana Full-length cDNA 
Complete sequence from  clone GSLTLS39ZG02 of Adult vegetative tissue of 
strain col-0  of Arabidopsis thaliana (thale cress) 
  0239-94-
H11(5-10-06) 
3.00E
-40 
emb|BX827331.1|CNS0A4JV Arabidopsis thaliana Full-length cDNA Complete 
sequence from  clone GSLTLS40ZA10 of Adult vegetative ssue of strain col-0  
of Arabidopsis thaliana (thale cress) 
  1042-94-(6-
15-06)_E12 
5.00E
-123 
ref|NM_115978.3| Arabidopsis thaliana FUS6 (FUSCA 6) (FUS6) mRNA, 
complete cds 
  0398-94-(6-8-
06)_F12 
0 ref|NM_103026.4| Arabidopsis thaliana galactosyltransferase family protein 
(AT1G32930)  mRNA, complete cds 
  Contig\55 8.00E
-127 
ref|NM_114727.2| Arabidopsis thaliana GAMMA CAL2 (GAMMA 
CARBONIC ANHYDRASE-LIKE  2); acyltransferase (GAMMA CAL2) 
mRNA, complete cds 
  Contig\32 2.00E ref|NM_121381.3| Arabidopsis thaliana GCN5-related N-acetyltransferase, 
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-103 putative  (AT5G13780) mRNA, complete cds 
  0539-94-(6-8-
06)_G05 
5.00E
-167 
ref|NM_106409.3| Arabidopsis thaliana glucose-6-phos ate/phosphate 
translocator-related  (AT1G77610) mRNA, complete cds
  Contig\120 3.00E
-81 
ref|NM_116196.2| Arabidopsis thaliana glutamate binding (AT3G63310) 
mRNA, complete  cds 
  0506-94-(6-8-
06)_F01 
0 ref|NM_124073.2| Arabidopsis thaliana glycine-rich protein (AT5G47020) 
mRNA, complete  cds 
  Contig\154 5.00E
-111 
ref|NM_120865.4| Arabidopsis thaliana glycosyl hydrolase family 79 N-
terminal  domain-containing protein (AT5G07830) mRNA, complete cds 
  0866-94-(6-5-
06)_B09 
5.00E
-79 
ref|NM_119941.2| Arabidopsis thaliana HAT22 (homeobox-leucine zipper 
protein 22);  transcription factor (HAT22) mRNA, complete cds 
  1101-94-(6-9-
06)_A07 
2.00E
-38 
ref|NM_180278.3| Arabidopsis thaliana HDA15 (histone deacetylase 15); 
histone  deacetylase (HDA15) mRNA, complete cds 
  0185-94-
B05(5-10-06) 
5.00E
-120 
ref|NM_111475.1| Arabidopsis thaliana homeotic gene r gulator, putative 
(AT3G06010)  mRNA, complete cds 
  0245-94-
F12(5-10-06) 
2.00E
-157 
ref|NM_118250.4| Arabidopsis thaliana HSA32 (HEAT-SRESS-
ASSOCIATED 32) (HSA32)  mRNA, complete cds 
  0701-94-(6-7-
06)_A01 
1.00E
-105 
ref|NM_105955.3| Arabidopsis thaliana HTH (HOTHEAD); aldehyde-lyase 
(HTH) mRNA,  complete cds 
  Contig\54 3.00E
-119 
ref|NM_130060.2| Arabidopsis thaliana HUB1 (HISTONE MONO-
UBIQUITINATION 1); protein  binding / zinc ion binding (HUB1) mRNA, 
complete cds 
  1137-94-(6-9-
06)_E11 
3.00E
-100 
ref|NM_126486.5| Arabidopsis thaliana IBR5 (INDOLE-3-BUTYRIC ACID 
RESPONSE 5);  protein tyrosine/serine/threonine phos atase (IBR5) mRNA,  
complete cds 
  1090-94-(6-2-
06)_H11 
3.00E
-177 
ref|NM_118900.3| Arabidopsis thaliana importin beta-2 subunit family protein 
(AT4G27640)  mRNA, complete cds 
  0724-94-(6-7-
06)_H03 
1.00E
-136 
ref|NM_103934.4| Arabidopsis thaliana indigoidine synthase A family protein 
(AT1G50510)  mRNA, complete cds 
  0566-94-(6-8-
06)_A08 
1.00E
-155 
ref|NM_101685.4| Arabidopsis thaliana ketose-bisphoate aldolase class-II 
family  protein (AT1G18270) mRNA, complete cds 
  Contig\10 6.00E
-40 
ref|NM_124685.3| Arabidopsis thaliana KH domain-containing protein 
(AT5G53060)  mRNA, complete cds 
  0763-94-(6-7-
06)_G08 
0 ref|NM_129178.1| Arabidopsis thaliana kinesin motor protein-related 
(AT2G36200)  mRNA, complete cds 
  1116-94-(6-9-
06)_H08 
4.00E
-54 
ref|NM_121067.3| Arabidopsis thaliana leucine-rich repeat family protein / 
protein  kinase family protein (AT5G10290) mRNA, complete cds 
  0583-94-(6-8-
06)_F09 
1.00E
-131 
ref|NM_105440.1| Arabidopsis thaliana leucine-rich repeat family protein / 
protein  kinase family protein (AT1G67720) mRNA, complete cds 
  Contig\102 0 ref|NM_102881.4| Arabidopsis thaliana leucine-rich repeat transmembrane 
protein  kinase, putative (AT1G31420) mRNA, complete cds 
  1192-94-(6-
15-06)_D07 
2.00E
-65 
ref|NM_112263.3| Arabidopsis thaliana lipase class 3 family protein 
(AT3G14075)  mRNA, complete cds 
  0137-94-
A04(5-9-06) 
1.00E
-126 
ref|NM_202415.1| Arabidopsis thaliana LPAT4; acyltransferase (LPAT4) 
mRNA, complete  cds 
  1019-94-(6-2-
06)_B03 
0 ref|NM_001084696.1| Arabidopsis thaliana LPD1 (LIPOAMIDE 
DEHYDROGENASE 1) (LPD1)  mRNA, complete cds 
  0929-94-(6-
15-06)_H01 
8.00E
-95 
ref|NM_103939.2| Arabidopsis thaliana lysine decarboxylase family protein 
(AT1G50575)  mRNA, complete cds 
  Contig\36 4.00E
-144 
ref|NM_112003.3| Arabidopsis thaliana lysyl-tRNA synthetase, putative / 
lysine--tRNA  ligase, putative (AT3G11710) mRNA, complete cds 
  0048-94-
G03(4-28-06) 
6.00E
-74 
ref|NM_106508.2| Arabidopsis thaliana mechanosensitive ion channel domain-
containing  protein / MS ion channel domain-containing protein (AT1G78610)  
mRNA, complete cds 
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  1144-94-(6-9-
06)_D12 
7.00E
-64 
ref|NM_124426.4| Arabidopsis thaliana MEMB12 (Golgi SNARE protein 
membrin 12);  v-SNARE (MEMB12) mRNA, complete cds 
  0908-94-(6-
14-06)_C11 
2.00E
-72 
ref|NM_202089.1| Arabidopsis thaliana methyladenine glycosylase family 
protein  (AT1G13635) mRNA, complete cds 
  0148-94-
D05(5-9-06) 
0 ref|NM_111566.3| Arabidopsis thaliana MFP2 (MULTIFUNCTIONAL 
PROTEIN); enoyl-CoA  hydratase (MFP2) mRNA, complete cds 
  1029-94-(6-2-
06)_D04 
3.00E
-107 
ref|NM_102557.1| Arabidopsis thaliana microtubule associated protein 
(MAP65/ASE1)  family protein (AT1G27920) mRNA, complete cds 
  0447-94-(6-
16-06)_F03 
3.00E
-125 
ref|NM_128068.2| Arabidopsis thaliana MIR domain-cotaining protein (SDF2) 
mRNA,  complete cds 
  0807-94-(6-5-
06)_G01 
1.00E
-48 
ref|NM_125994.1| Arabidopsis thaliana MLO10 (MILDEW RESISTANCE 
LOCUS O 10); calmodulin  binding (MLO10) mRNA, complete cds 
  Contig\111 2.00E
-142 
dbj|AK228873.1| Arabidopsis thaliana mRNA for hypothetical protein, 
complete  cds, clone: RAFL16-19-K11 
  0925-94-(6-
16-06)_C11 
3.00E
-88 
dbj|AK229460.1| Arabidopsis thaliana mRNA for hypothetical protein, 
complete  cds, clone: RAFL16-83-O15 
  0747-94-(6-7-
06)_G06 
1.00E
-125 
dbj|AK226330.1| Arabidopsis thaliana mRNA for hypothetical protein, 
complete  cds, clone: RAFL05-14-F21 
  0733-94-(6-7-
06)_A05 
9.00E
-120 
dbj|AK227325.1| Arabidopsis thaliana mRNA for hypothetical protein, 
complete  cds, clone: RAFL14-02-A12 
  0691-94-(6-6-
06)_C12 
2.00E
-84 
dbj|AK228115.1| Arabidopsis thaliana mRNA for hypothetical protein, 
complete  cds, clone: RAFL14-59-H03 
  0643-94-(6-6-
06)_C06 
1.00E
-36 
dbj|AK228494.1| Arabidopsis thaliana mRNA for hypothetical protein, 
complete  cds, clone: RAFL15-12-I18 
  0363-94-(6-
12-06)_H07 
9.00E
-120 
dbj|AK230280.1| Arabidopsis thaliana mRNA for hypothetical protein, partial 
cds,  clone: RAFL24-02-C11 
  0209-94-
B08(5-10-06) 
6.00E
-169 
dbj|AK230070.1| Arabidopsis thaliana mRNA for hypothetical protein, partial 
cds,  clone: RAFL22-69-F03 
  1170-94-(6-
15-06)_H05 
5.00E
-167 
dbj|AK226691.1| Arabidopsis thaliana mRNA for ubiquitin-specific protease 8,  
complete cds, clone: RAFL07-56-I10 
  0752-94-(6-7-
06)_D07 
6.00E
-122 
dbj|AK226405.1| Arabidopsis thaliana mRNA for vesicle-associated membrane 
protein  7C, complete cds, clone: RAFL06-07-E23 
  1159-94-(6-
15-06)_A05 
5.00E
-148 
dbj|AK228585.1| Arabidopsis thaliana mRNA for zinc finger like protein, 
complete  cds, clone: RAFL15-36-C08 
  Contig\115 0 ref|NM_118907.3| Arabidopsis thaliana MSP1 protein, putative / 
intramitochondrial  sorting protein, putative (AT4G27680) mRNA, complete 
cds 
  0336-94-(6-9-
06)_D03 
0 ref|NM_102799.5| Arabidopsis thaliana MUR4 (MURUS 4); catalytic (MUR4) 
mRNA, complete  cds 
  Contig\160 0 ref|NM_129427.4| Arabidopsis thaliana MVD1 (mevalonate diphosphate 
decarboxylase  1) (MVD1) mRNA, complete cds 
  Contig\68 2.00E
-51 
ref|NM_001035880.2| Arabidopsis thaliana MYB88 (myb domain protein 88); 
DNA binding  / transcription factor (MYB88) mRNA, complete cds 
  Contig\124 9.00E
-76 
ref|NM_111180.3| Arabidopsis thaliana NADH:ubiquinone oxidoreductase 
family protein  (AT3G03100) mRNA, complete cds 
  1172-94-(6-
15-06)_B06 
2.00E
-52 
ref|NM_130337.4| Arabidopsis thaliana NADH-ubiquinone oxidoreductase-
related (AT2G47690)  mRNA, complete cds 
  Contig\155 1.00E
-74 
ref|NM_111998.2| Arabidopsis thaliana NHL1 (NDR1/HIN1-like 1) (NHL1) 
mRNA, complete  cds 
  Contig\35 5.00E
-130 
ref|NM_121605.2| Arabidopsis thaliana NIK1 (NSP-INTERACTING KINASE 
1); kinase  (NIK1) mRNA, complete cds 
  Contig\88 6.00E
-160 
ref|NM_122656.4| Arabidopsis thaliana nucleoside-triphosphatase/ nucleotide 
binding  (AT5G27740) mRNA, complete cds 
  0297-94(5-
31-06)_007 
1.00E
-120 
ref|NM_123565.3| Arabidopsis thaliana ORMDL family protein (AT5G42000) 
mRNA, complete  cds 
483 
 
 
  Contig\195 2.00E
-89 
ref|NM_179213.3| Arabidopsis thaliana oxidoreductase, 2OG-Fe(II) oxygenase 
family  protein (AT4G16765) mRNA, complete cds 
  Contig\95 1.00E
-169 
ref|NM_103435.2| Arabidopsis thaliana patched family protein (AT1G42470) 
mRNA,  complete cds 
  0227-94-
D10(5-10-06) 
2.00E
-130 
ref|NM_129424.4| Arabidopsis thaliana PECT1 
(PHOSPHORYLETHANOLAMINE CYTIDYLYLTRANSFERASE  1); 
ethanolamine-phosphate cytidylyltransferase (PECT1)  mRNA, complete cds 
  0282-94(5-
31-06)_009 
9.00E
-161 
ref|NM_115179.4| Arabidopsis thaliana pectate lyase f mily protein 
(AT3G53190)  mRNA, complete cds 
  1084-94-(6-2-
06)_B11 
7.00E
-20 
ref|NM_118901.4| Arabidopsis thaliana PEL1 (PELOTA); translation release 
factor  (PEL1) mRNA, complete cds 
  0305-94(5-
31-06)_004 
7.00E
-137 
ref|NM_119662.3| Arabidopsis thaliana peptidyl-prolyl cis-trans isomerase, 
putative  / cyclophilin, putative / rotamase, putative (AT4G34960)  mRNA, 
complete cds 
  Contig\71 8.00E
-70 
ref|NM_128192.2| Arabidopsis thaliana PEX10 (peroxin 10); protein binding / 
zinc  ion binding (PEX10) mRNA, complete cds 
  Contig\191 2.00E
-90 
ref|NM_113082.3| Arabidopsis thaliana PEX22 (PEROXIN 22); protein binding 
(PEX22)  mRNA, complete cds 
  Contig\94 0 ref|NM_120089.4| Arabidopsis thaliana phenylalanyl-tRNA synthetase, putative 
/  phenylalanine--tRNA ligase, putative (AT4G39280) mRNA, complete  cds 
  1111-94-(6-9-
06)_C08 
6.00E
-84 
ref|NM_127277.2| Arabidopsis thaliana phosphate-respon ive 1 family protein 
(AT2G17230)  mRNA, complete cds 
  1018-94-(6-2-
06)_A03 
3.00E
-113 
ref|NM_124155.2| Arabidopsis thaliana phosphofructokinase family protein 
(AT5G47810)  mRNA, complete cds 
  0901-94-(6-
14-06)_D10 
1.00E
-74 
ref|NM_114912.3| Arabidopsis thaliana phosphoglycerate/bisphosphoglycerate 
mutase  family protein (AT3G50520) mRNA, complete cds 
  0272-94(5-
31-06)_006 
0 gb|U72711.1|ATU72711 Arabidopsis thaliana proline iminopeptidase mRNA, 
complete cds 
  1078-94-(6-2-
06)_D10 
7.00E
-96 
ref|NM_101916.3| Arabidopsis thaliana protein kinase (AT1G20650) mRNA, 
complete  cds 
  Contig\125 0 ref|NM_119744.4| Arabidopsis thaliana protein kinase family protein 
(AT4G35780)  mRNA, complete cds 
  1187-94-(6-
15-06)_B07 
9.00E
-120 
ref|NM_129570.3| Arabidopsis thaliana protein kinase family protein 
(AT2G40120)  mRNA, complete cds 
  0464-94-(6-
16-06)_F05 
0 ref|NM_102133.2| Arabidopsis thaliana protein kinase family protein 
(AT1G22870)  mRNA, complete cds 
  Contig\69 3.00E
-56 
ref|NM_116091.3| Arabidopsis thaliana protein phospatase 2C, putative / 
PP2C,  putative (AT3G62260) mRNA, complete cds 
  0823-94-(6-5-
06)_G03 
1.00E
-136 
ref|NM_129214.3| Arabidopsis thaliana pyruvate kinase, putative (AT2G36580) 
mRNA,  complete cds 
  0284-94(5-
31-06)_013 
3.00E
-115 
ref|NM_113418.4| Arabidopsis thaliana QUA1 (QUASIMOD 1); 
polygalacturonate 4-alpha-galacturonosyltransferase/  transferase, transferring 
glycosyl  groups / transferas (QUA1) mRNA, complete cds 
  Contig\65 0 ref|NM_101843.3| Arabidopsis thaliana regulator of chromosome condensation 
(RCC1)  family protein (AT1G19880) mRNA, complete cds 
  1171-94-(6-
15-06)_A06 
2.00E
-179 
ref|NM_120884.1| Arabidopsis thaliana replication protein, putative 
(AT5G08020)  mRNA, complete cds 
  Contig\194 3.00E
-76 
ref|NM_105082.4| Arabidopsis thaliana reticulon family protein (RTNLB3) 
(AT1G64090)  mRNA, complete cds 
  0360-94-(6-
12-06)_E07 
9.00E
-139 
ref|NM_124142.3| Arabidopsis thaliana RNA binding / tRNA methyltransferase 
(AT5G47680)  mRNA, complete cds 
  0729-94-(6-7-
06)_E04 
8.00E
-70 
ref|NM_130244.3| Arabidopsis thaliana RNA recognitio  motif (RRM)-
containing protein  (AT2G46780) mRNA, complete cds 
  0225-94-
B10(5-10-06) 
0 ref|NM_128872.2| Arabidopsis thaliana SAR1 (SYNAPTOBREVIN-
RELATED PROTEIN 1) (SAR1)  mRNA, complete cds 
484 
 
 
  0835-94-(6-5-
06)_C05 
4.00E
-112 
ref|NM_121275.4| Arabidopsis thaliana SEC10 (EXOCYST COMPLEX 
COMPONENT SEC10)  (SEC10) mRNA, complete cds 
  Contig\101 0 ref|NM_117916.4| Arabidopsis thaliana SH3 domain-containing protein 3 
(SH3P3)  (AT4G18060) mRNA, complete cds 
  0434-94-(6-
16-06)_B02 
0 ref|NM_117467.3| Arabidopsis thaliana SHM4 (SERINE 
HYDROXYMETHYLTRANSFERASE 4);  glycine hydroxymethyltransferase 
(SHM4) mRNA, complete cds 
  0612-94-(6-6-
06)_D02 
0 ref|NM_125590.2| Arabidopsis thaliana signal recognition particle-related / 
SRP-related  (AT5G61970) mRNA, complete cds 
  Contig\196 1.00E
-118 
ref|NM_106265.3| Arabidopsis thaliana SKS5 (SKU5 Similar 5); copper ion 
binding  / oxidoreductase (SKS5) mRNA, complete cds 
  0656-94-(6-6-
06)_H07 
1.00E
-104 
ref|NM_100773.3| Arabidopsis thaliana SNF4 (Sucrose NonFermenting 4) 
(SNF4) mRNA,  complete cds 
  0112-94-(6-
12-06)_D04 
3.00E
-148 
ref|NM_100276.3| Arabidopsis thaliana SNF7 family protein (AT1G03950) 
mRNA, complete  cds 
  0210-94-
C08(5-10-06) 
9.00E
-110 
ref|NM_103995.4| Arabidopsis thaliana synbindin, putative (AT1G51160) 
mRNA, complete  cds 
  0232-94-
A11(5-10-06) 
2.00E
-155 
ref|NM_100300.3| Arabidopsis thaliana tetratricopeptide repeat (TPR)-
containing  protein (AT1G04190) mRNA, complete cds 
  1126-94-(6-9-
06)_B10 
9.00E
-158 
ref|NM_179234.1| Arabidopsis thaliana TMT2 (TONOPLAST 
MONOSACCHARIDE TRANSPORTER2);  carbohydrate transporter/ 
nucleoside transporter/ sugar  porter (TMT2) mRNA, complete cds 
  1047-94-(6-2-
06)_F06 
3.00E
-94 
ref|NM_179658.3| Arabidopsis thaliana transducin family protein / WD-40 
repeat  family protein (AT2G19430) mRNA, complete cds 
  0459-94-(6-
16-06)_A05 
3.00E
-132 
ref|NM_105842.2| Arabidopsis thaliana transducin family protein / WD-40 
repeat  family protein (AT1G71840) mRNA, complete cds 
  0393-94-(6-8-
06)_B12 
0 ref|NM_105153.3| Arabidopsis thaliana translational activator family protein 
(AT1G64790)  mRNA, complete cds 
  1143-94-(6-9-
06)_C12 
3.00E
-163 
ref|NM_112984.2| Arabidopsis thaliana translocation protein-related 
(AT3G20920)  mRNA, complete cds 
  Contig\131 5.00E
-168 
ref|NM_100564.4| Arabidopsis thaliana transporter-related (AT1G06890) 
mRNA, complete  cds 
  1145-94-(6-9-
06Truncated)_
E12 
8.00E
-51 
ref|NM_115324.3| Arabidopsis thaliana TTN8 (TITAN8); ATP binding (TTN8) 
mRNA,  complete cds 
  1015-94-(6-2-
06)_F02 
2.00E
-122 
ref|NM_103932.3| Arabidopsis thaliana UBC20 (ubiquitin-conjugating enzyme 
20);  ubiquitin-protein ligase (UBC20) mRNA, complete cds 
  Contig\86 3.00E
-62 
ref|NM_100818.3| Arabidopsis thaliana unknown protein (AT1G09470) mRNA, 
complete  cds 
  1058-94-(6-2-
06)_H07 
2.00E
-76 
ref|NM_101208.2| Arabidopsis thaliana unknown protein (AT1G13380) mRNA, 
complete  cds 
  1032-94-(6-2-
06)_G04 
7.00E
-26 
ref|NM_101446.2| Arabidopsis thaliana unknown protein (AT1G15780) mRNA, 
complete  cds 
  0549-94-(6-
12-06)_F10 
2.00E
-122 
ref|NM_103483.2| Arabidopsis thaliana unknown protein (AT1G43580) mRNA, 
complete  cds 
  1096-94-(6-2-
06)_F12 
3.00E
-94 
ref|NM_105176.2| Arabidopsis thaliana unknown protein (AT1G65020) mRNA, 
complete  cds 
  0180-94-
E04(5-10-06) 
6.00E
-43 
ref|NM_105780.3| Arabidopsis thaliana unknown protein (AT1G71110) mRNA, 
complete  cds 
  0777-94-(6-7-
06)_B10 
7.00E
-39 
ref|NM_129147.3| Arabidopsis thaliana unknown protein (AT2G35880) mRNA, 
complete  cds 
  Contig\169 5.00E
-22 
ref|NM_129190.2| Arabidopsis thaliana unknown protein (AT2G36330) mRNA, 
complete  cds 
  0895-94-(6-5-
06)_G12 
9.00E
-38 
ref|NM_129617.4| Arabidopsis thaliana unknown protein (AT2G40550) mRNA, 
complete  cds 
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  Contig\104 3.00E
-76 
ref|NM_130051.2| Arabidopsis thaliana unknown protein (AT2G44870) mRNA, 
complete  cds 
  0164-94-
D07(5-5-06) 
5.00E
-63 
ref|NM_111275.3| Arabidopsis thaliana unknown protein (AT3G04040) mRNA, 
complete  cds 
  Contig\198 1.00E
-87 
ref|NM_111589.4| Arabidopsis thaliana unknown protein (AT3G07090) mRNA, 
complete  cds 
  0534-94-(6-8-
06)_B05 
4.00E
-118 
ref|NM_111856.2| Arabidopsis thaliana unknown protein (AT3G10210) mRNA, 
complete  cds 
  0658-94-(6-6-
06)_B08 
8.00E
-70 
ref|NM_180669.2| Arabidopsis thaliana unknown protein (AT3G11560) mRNA, 
complete  cds 
  Contig\63 2.00E
-70 
ref|NM_112699.2| Arabidopsis thaliana unknown protein (AT3G18165) mRNA, 
complete  cds 
  Contig\52 6.00E
-122 
ref|NM_115270.4| Arabidopsis thaliana unknown protein (AT3G54100) mRNA, 
complete  cds 
  Contig\117 6.00E
-34 
ref|NM_115417.3| Arabidopsis thaliana unknown protein (AT3G55600) mRNA, 
complete  cds 
  0179-94-
D04(5-10-06) 
1.00E
-51 
ref|NM_115541.2| Arabidopsis thaliana unknown protein (AT3G56820) mRNA, 
complete  cds 
  0683-94-(6-6-
06)_C11 
2.00E
-58 
ref|NM_116580.3| Arabidopsis thaliana unknown protein (AT4G03420) mRNA, 
complete  cds 
  0306-94(5-
31-06)_006 
9.00E
-66 
ref|NM_117051.2| Arabidopsis thaliana unknown protein (AT4G09830) mRNA, 
complete  cds 
  0710-94-(6-7-
06)_B02 
2.00E
-140 
ref|NM_117530.2| Arabidopsis thaliana unknown protein (AT4G14500) mRNA, 
complete  cds 
  0708-94-(6-7-
06)_H01 
2.00E
-110 
ref|NM_118617.3| Arabidopsis thaliana unknown protein (AT4G24840) mRNA, 
complete  cds 
  0687-94-(6-6-
06)_G11 
2.00E
-71 
ref|NM_118774.3| Arabidopsis thaliana unknown protein (AT4G26410) mRNA, 
complete  cds 
  0884-94-(6-5-
06)_D11 
0 ref|NM_118911.3| Arabidopsis thaliana unknown protein (AT4G27720) mRNA, 
complete  cds 
  0250-94(5-
31-06)_009 
8.00E
-130 
ref|NM_119739.3| Arabidopsis thaliana unknown protein (AT4G35730) mRNA, 
complete  cds 
  0778-94-(6-7-
06)_C10 
0 ref|NM_121443.4| Arabidopsis thaliana unknown protein (AT5G14390) mRNA, 
complete  cds 
  1073-94-(6-2-
06)_G09 
2.00E
-90 
ref|NM_122380.4| Arabidopsis thaliana unknown protein (AT5G24710) mRNA, 
complete  cds 
  0507-94-(6-8-
06)_G01 
4.00E
-118 
gb|AY128810.1| Arabidopsis thaliana unknown protein (At5g27970) mRNA, 
complete  cds 
  0531-94-(6-8-
06)_G04 
3.00E
-87 
ref|NM_123621.2| Arabidopsis thaliana unknown protein (AT5G42570) mRNA, 
complete  cds 
  0916-94-(6-
14-06)_C12 
2.00E
-07 
ref|NM_123838.4| Arabidopsis thaliana unknown protein (AT5G44710) mRNA, 
complete  cds 
  0260-94(5-
31-06)_014 
2.00E
-87 
ref|NM_124361.4| Arabidopsis thaliana unknown protein (AT5G49830) mRNA, 
complete  cds 
  0773-94-(6-7-
06)_G09 
7.00E
-83 
ref|NM_124462.3| Arabidopsis thaliana unknown protein (AT5G50840) mRNA, 
complete  cds 
  0738-94-(6-7-
06)_F05 
5.00E
-104 
ref|NM_125694.3| Arabidopsis thaliana unknown protein (AT5G63000) mRNA, 
complete  cds 
  0107-94-(6-
12-06)_A04 
4.00E
-133 
ref|NM_123480.3| Arabidopsis thaliana UVH1 (ULTRAVIOLET 
HYPERSENSITIVE 1) (UVH1)  mRNA, complete cds 
  1125-94-(6-9-
06)_A10 
8.00E
-127 
ref|NM_102430.3| Arabidopsis thaliana VTI12 (VESICAL TRANSPORT V-
SNARE 12, vesical  transport v-SNARE 12); SNARE binding / receptor 
(VTI12)  mRNA, complete cds 
  0223-94-
H09(5-10-06) 
6.00E
-112 
ref|NM_122467.3| Arabidopsis thaliana zinc finger (C3HC4-type RING finger) 
family  protein (AT5G25560) mRNA, complete cds 
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  0780-94-(6-7-
06)_E10 
2.00E
-152 
gb|DQ887086.1| Arachis hypogaea ubiquitin-conjugating enzyme mRNA, 
complete  cds 
  1305-94-(6-
16-06)_G06 
8.00E
-127 
gb|AF203882.1|AF203882 Astragalus sinicus dynamin homolog (DH1) mRNA, 
complete cds 
  0143-94(5-
31-06)_013 
0 gb|DQ235254.1| Betula pendula xyloglucan endotransglucosylase mRNA, 
complete  cds 
  Contig\12 0 gb|AY860952.1| Betula platyphylla caffeoyl CoA 3-O-methyltransferase 
mRNA, complete  cds 
  Contig\168 4.00E
-29 
gb|DQ226583.1| Boechera divaricarpa isolate SLW-2-F07 mRNA sequence 
  0378-94-(6-
12-06)_E09 
0 dbj|D63166.1| Brassica napus mRNA for CTP:phosphocholine 
cytidylyltransferase,  complete cds 
  Contig\59 2.00E
-72 
gb|EF110927.1| Brassica rapa clone 321 unknown mRNA 
  0920-94-(6-
14-06)_G12 
7.00E
-58 
gb|AC189305.1| Brassica rapa subsp. pekinensis clone KBrB031O20, complete 
sequence 
  0436-94-(6-
16-06)_D02 
5.00E
-22 
gb|AC189362.1| Brassica rapa subsp. pekinensis clone KBrB045I17, complete 
sequence 
  1188-94-(6-
15-06)_C07 
1.00E
-162 
gb|AC189500.1| Brassica rapa subsp. pekinensis clone KBrB086N06, complete 
sequence 
  0192-94-
A06(5-10-06) 
0 dbj|AB043960.2| Bruguiera gymnorhiza psbO mRNA for oxygen evolving 
enhancer protein  1 precursor, complete cds 
  0128-94(5-
31-06)_009 
9.00E
-85 
dbj|AB037929.2| Bruguiera sexangula mang-1 mRNA for mangrin, complete 
cds 
  1089-94-(6-2-
06)_G11 
0 gb|DQ869862.1| Camellia sinensis 26S proteasome regulatory particle non-
ATPase  subunit 12 mRNA, complete cds 
  0938-94-(6-
15-06)_A03 
2.00E
-08 
gb|AC188639.6| Canis Familiaris chromosome 10, clone XX-332P23, complete 
sequence 
  0394-94-(6-8-
06)_C12 
0 gb|AF108891.1|AF108891 Capsicum annuum ADP-ribosylation factor mRNA, 
complete cds 
  Contig\74 4.00E
-124 
gb|DQ672569.1| Capsicum annuum CCR4 associated factor 1-related protein 
(CAF1)  mRNA, complete cds 
  0815-94-(6-
14-06)_E05 
0 gb|EF512303.1| Carica papaya clone Cp45 hypersensitiv -induced response 
protein  mRNA, complete cds 
  0313-94-(6-9-
06)_B01 
1.00E
-165 
emb|AJ010227.1|CAR010227 Cicer arietinum mRNA for 40S ribosomal protein 
S6, partial 
  0657-94-(6-6-
06)_A08 
8.00E
-127 
emb|AJ004961.1|CAA004961 Cicer arietinum mRNA for cytoplasmic 
ribosomal protein L18 
  Contig\172 3.00E
-176 
emb|AJ005836.1|CAR5836 Cicer arietinum mRNA for GDP dissociation 
inhibitor (gdi) 
  Contig\156 7.00E
-20 
emb|AJ012681.1|CAR012681 Cicer arietinum mRNA for hypothetical protein, 
clone Can137 
  0387-94-(6-
12-06)_D10 
4.00E
-150 
emb|AJ012686.1|CAR012686 Cicer arietinum mRNA for nucleolar protein, 
partial 
  Contig\128 0 emb|AJ299063.1|CAR299063 Cicer arietinum partial mRNA for putative 
mitochondrial glyoxalase  II (ORF1), clone CanGLXII 
  0010-
94_005(5-31-
06) 
3.00E
-116 
dbj|AB212224.1| Citrullus lanatus GAT mRNA for glutamate N-
acetyltransferase,  complete cds 
  0010-93-
G12(4-21-06) 
1.00E
-19 
dbj|AB212224.1| Citrullus lanatus GAT mRNA for glutamate N-
acetyltransferase,  complete cds 
  Contig\201 0 gb|AY428798.1| Citrus junos dicarboxylate/tricarboxylate carrier (dtc) mRNA,  
complete cds; mitochondrial 
  0449-94-(6-
27-06)_G06 
0 emb|AJ001304.1|CPHYPOTHE Citrus paradisi mRNA for hypothetical protein 
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  Contig\139 0 emb|Z97064.1|CPDUNCAN Citrus paradisi mRNA for hypothetical protein 
  0513-94-(6-8-
06)_E02 
0 gb|DQ083540.1| Citrus sinensis pyruvate decarboxylase mRNA, partial cds 
  0855-94-(6-5-
06)_G07 
0 dbj|AB022091.1| Citrus unshiu CitSUSA mRNA for sucrose synthase, complete 
cds 
  0660-94-(6-6-
06)_D08 
0 gb|AY561840.1| Citrus unshiu fructokinase mRNA, complete cds 
  Contig\98 9.00E
-38 
gb|DQ415921.1| Cleome spinosa clone BAC Cs2, complete sequence 
  0091-94-
B09(4-28-06) 
6.00E
-144 
gb|DQ845760.1| Cloning vector pExpress-1, complete s quence 
  Contig\6 0 emb|X65304.3|CVPGEM3Z Cloning vector pGEM-3Z 
  Contig\49 0 dbj|AB243086.1| Codonopsis lanceolata mRNA for sulfite oxidase, complete 
cds 
  0709-94-(6-7-
06)_A02 
0 emb|AJ295617.1|CAV295617 Corylus avellana mRNA for putative luminal 
binding protein 
  1152-94-(6-
15-06)_D04 
0 emb|AJ417435.1|CSA417435 Cucumis sativus partial mRNA for 
phosphoenolpyruvate carboxylase  (pepc1 gene) 
  1039-94-(6-2-
06)_F05 
0 dbj|AB070626.1| Cucurbita sp. cv. Kurokawa Amakuri pAPX mRNA for 
peroxisomal  ascorbate peroxidase, complete cds 
  0793-94-(6-
14-06)_C05 
0 gb|DQ650638.1| Dimocarpus longan peroxidase (POD1) mRNA, complete cds 
  Contig\19 0 gb|EF445894.1| Escherichia coli isolate E81 disrupted tna operon, complete 
sequence;  and insertion sequence IS1, complete sequ nce 
  0607-94-(6-6-
06)_G01 
3.00E
-107 
gb|DQ376138.1| Eucalyptus globulus subsp. globulus pectate lyase (PL1) 
mRNA,  partial cds 
  0714-94-(6-7-
06)_F02 
9.00E
-82 
emb|AM231807.1| Fagus sylvatica mRNA for GASA protein (gasa4 gene), 
from seed  tissue 
  Contig\114 0 emb|AJ420192.1|FSY420192 Fagus sylvatica mRNA for gibberellin 20-oxidase 
1 (ga20ox1 gene) 
  Contig\61 7.00E
-172 
emb|AJ130885.1|FSY130885 Fagus sylvatica mRNA for xyloglucan 
endotransglycosylase 1 
  Contig\157 0 emb|AJ130885.1|FSY130885 Fagus sylvatica mRNA for xyloglucan 
endotransglycosylase 1 
  Contig\109 0 emb|AJ298828.1|FSY298828 Fagus sylvatica partial mRNA for protein 
phosphatase (pp1-1 gene) 
  1174-94-(6-
15-06)_D06 
0 gb|DQ166522.1| Fagus sylvatica putative 3-dehydroquinate synthase mRNA, 
complete  cds 
  0755-94-(6-7-
06)_G07 
0 gb|DQ166527.1| Fagus sylvatica putative chorismate utase mRNA, complete 
cds 
  0842-94-(6-5-
06)_B06 
0 emb|AJ001451.2|FVAJ1451 Fragaria vesca partial mRNA for putative 
cystathionine gamma  synthase 
  Contig\175 4.00E
-30 
emb|AJ001448.1|FVAJ1448 Fragaria vesca partial mRNA for ripening-induced 
protein, clone  2.5.R1 
  0626-94-(6-6-
06)_B04 
5.00E
-155 
gb|EU024845.1| Fragaria vesca subsp. americana clone fosmid 32L07, complete  
sequence 
  0365-94-(6-
12-06)_B08 
3.00E
-25 
emb|AJ870451.1| Fragaria x ananassa microsatellite DNA, locus UFFa10D08 
  Contig\171 5.00E
-117 
emb|Z46955.1|GMHSF31 G.max mRNA for heat shock transcription factor 31 
  0919-94-(6-
14-06)_F12 
1.00E
-169 
gb|U92876.1|GMU92876 Garcinia mangsotana acyl-ACP thioesterase (FatA1) 
mRNA, nuclear  gene encoding chloroplast protein, complete cds 
  0369-94-(6-
12-06)_F08 
1.00E
-85 
gb|AF205859.1|AF205859 Gentiana lutea FtsZ protein (ftsZ) mRNA, complete 
cds; nuclear  gene for chloroplast product 
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  0833-94-(6-5-
06)_A05 
1.00E
-104 
gb|EF640322.1| Glycine max acyl-CoA oxidase mRNA, complete cds 
  Contig\143 0 gb|L22162.1|SOYMER5HOM Glycine max brassinosteroid-regulated protein 
mRNA, complete  cds 
  1036-94-(6-2-
06)_C05 
1.00E
-93 
gb|DQ787076.1| Glycine max bZIP transcription factor bZIP43 (bZIP43) 
mRNA, partial  cds 
  1105-94-(6-9-
06)_E07 
4.00E
-93 
gb|AC159804.18| Glycine max clone gmp1-34b24, complete sequence 
  0042-93-
G08(4-21-06) 
4.00E
-19 
gb|AC198447.7| Glycine max clone gmw2-48a19, complete s quence 
  0611-94-(6-6-
06)_C02 
0 gb|EF433423.1| Glycine max cysteine synthase (OAS-TL7) mRNA, complete 
cds 
  Contig\166 0 gb|AF475939.1| Glycine max elongation factor 1-gamma mRNA, complete cds 
  1139-94-(6-9-
06)_G11 
0 gb|EF521872.1| Glycine max endonuclease (EN1) mRNA, complete cds 
  Contig\192 0 gb|AF516880.1| Glycine max expansin (EXP2) mRNA, complete cds 
  1002-94-(6-2-
06)_B01 
8.00E
-146 
gb|AY126715.1| Glycine max galactinol synthase mRNA, complete cds 
  Contig\81 0 dbj|AB196933.1| Glycine max Gm cnx-1 mRNA for calnexin, complete cds 
  0750-94-(6-7-
06)_B07 
7.00E
-109 
gb|AY458843.1| Glycine max heat shock factor protein hsf8-related mRNA, 
complete  cds 
  0861-94-(6-5-
06)_E08 
1.00E
-118 
gb|AF249913.1|AF249913 Glycine max In2-1 protein mRNA, complete cds 
  0361-94-(6-
12-06)_F07 
0 gb|AY230156.1| Glycine max leaf ubiquitous urease mRNA, complete cds 
  Contig\197 2.00E
-165 
emb|AJ871580.1| Glycine max mRNA for beta-amylase (bmy1 gene) 
  0943-94-(6-
16-06)_F12 
0 dbj|AB016063.1| Glycine max mRNA for mitochondrial phosphate transporter, 
complete  cds 
  0215-94(5-
31-06)_012 
0 emb|AM238658.1| Glycine max mRNA for putative beta-glycosidase (sfr2 
gene), from  leaf tissue 
  0359-94-(6-
12-06)_D07 
1.00E
-136 
emb|AJ518837.1|GMA518837 Glycine max mRNA for putative phosphatase 
(nod33 gene) 
  0696-94-(6-6-
06)_H12 
8.00E
-70 
dbj|AB083028.1| Glycine max mRNA for syringolide-induced protein 1-3-1B, 
complete  cds 
  0587-94-(6-8-
06)_B10 
0 gb|AF160197.1|AF160197 Glycine max Ni-binding urease accessory protein 
UreG (Eu3) mRNA,  complete cds 
  Contig\9 2.00E
-115 
gb|DQ224372.1| Glycine max ornithine aminotransferas  mRNA, complete cds 
  0523-94-(6-8-
06)_G03 
6.00E
-147 
gb|U51193.1|GMU51193 Glycine max peroxidase (sEPb1) mRNA, partial cds 
  0323-94-(6-9-
06)_C02 
0 gb|AY942816.1| Glycine max putative plastid glucose 6 phosphate/phosphate 
translocator  mRNA, complete cds; nuclear gene for plastid product 
  Contig\48 2.00E
-153 
gb|AF532622.1| Glycine max ubiquitin-conjugation enzyme gene, complete cds 
  1163-94-(6-
15-06)_C05 
0 gb|U53418.1|GMU53418 Glycine max UDP-glucose dehyrogenase mRNA, 
complete cds 
  0017-
94_004(5-31-
06) 
3.00E
-122 
gb|EU019586.1| Glycine max WRKY50 (WRKY50) mRNA, parti l cds 
  Contig\203 2.00E
-103 
gb|AY429438.1| Gossypium barbadense fiber protein Fb34 mRNA, complete 
cds 
  Contig\205 5.00E
-104 
gb|AY337616.1| Gossypium barbadense Gbiaa-Re (iaa-re) mRNA, complete 
cds 
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  0332-94-(6-9-
06)_A03 
0 gb|U73746.2|GHU73746 Gossypium hirsutum annexin (AnnGh1) mRNA, 
partial cds 
  0300-94(5-
31-06)_013 
6.00E
-93 
gb|AY283056.1| Gossypium hirsutum central motor kines  1 (CMK1) mRNA, 
complete  cds 
  Contig\152 0 gb|EF432568.1| Gossypium hirsutum kinesin-related protein (kch2) mRNA, 
complete  cds 
  0858-94-(6-5-
06)_B08 
0 gb|DQ004685.1| Hevea brasiliensis 12-oxophytodienoate reductase (opr) 
mRNA,  complete cds 
  1169-94-(6-
15-06)_G05 
0 gb|AF521007.1| Hevea brasiliensis heat shock protein mRNA, complete cds 
  Contig\83 0 gb|AY297039.1| Hevea brasiliensis latex cyanogenic beta glucosidase mRNA, 
complete  cds 
  0016-93-
A12(4-21-06) 
2.00E
-11 
dbj|AK000414.1| Homo sapiens cDNA FLJ20407 fis, clone KAT01658 
  1147-94-(6-9-
06Truncated)_
G12 
6.00E
-27 
dbj|AK123523.1| Homo sapiens cDNA FLJ41529 fis, clone BRTHA2014792, 
weakly  similar  to ENHANCER OF ZESTE 
  0806-94-(6-5-
06)_F01 
0 ref|NM_016656.2| Homo sapiens Ras-related GTP binding B (RRAGB), 
transcript variant  RAGBl, mRNA 
  0792-94-(6-7-
06)_H11 
4.00E
-92 
dbj|AK248503.1| Hordeum vulgare subsp. vulgare cDNA clone: FLbaf31a24, 
mRNA sequence 
  1004-94(6-2-
06Truncated)_
D01 
2.00E
-84 
dbj|AB290349.1| Humulus lupulus DFR mRNA for dihydroflavonol 4-
reductase, complete  cds 
  0130-94-
B03(5-9-06) 
4.00E
-178 
gb|AF302496.1| Hybrid poplar (Populus trichocarpa x P. deltoides) NADPH-
cytochrome  P450 oxydoreductase isoform 1 mRNA, complete cds 
  0917-94-(6-
14-06)_D12 
3.00E
-132 
dbj|AB125890.1| Ipomoea batatas SRF6 mRNA for leucine-r ch repeat receptor-
like  kinase, complete cds 
  0654-94-(6-6-
06)_F07 
4.00E
-143 
gb|EU106891.1| Jatropha curcas chloroplast acyl-ACP thioesterase mRNA, 
complete  cds; nuclear gene for chloroplast product 
  0568-94-(6-8-
06)_C08 
0 gb|DQ026508.1| Juglans regia hexose transporter 1 mRNA, complete cds 
  0437-94-(6-
16-06)_E02 
0 emb|Z34527.1|LESSRPSPR L.esculentum (UC82-B) mRNA for 54-kD signal 
recognition particle  (SRP) specific protein 
  Contig\190 4.00E
-162 
emb|X80840.1|LEGDL L.esculentum mRNA for glutamate decarboxylase-like 
protein 
  0911-94-(6-
14-06)_F11 
0 emb|Z73932.1|LJRAB1C L.japonicus mRNA for small GTP-binding protein, 
RAB1C 
  Contig\173 0 emb|Z73962.1|LJRAC2 L.japonicus mRNA for small GTP-binding protein, 
RAC2 
  0648-94(6-6-
06)_H06 
0 gb|DQ139264.1| Lotus corniculatus var. japonicus pyridoxine biosynthesis 
protein  mRNA, complete cds 
  Contig\188 4.00E
-125 
dbj|AP004956.1| Lotus japonicus genomic DNA, chromosome 1, 
clone:LjT34I04, TM0133,  complete sequence 
  1104-94-(6-9-
06)_D07 
3.00E
-63 
dbj|AP004965.1| Lotus japonicus genomic DNA, chromosome 1, 
clone:LjT20J05, TM0143b,  complete sequence 
  1054-94-(6-2-
06)_E07 
4.00E
-92 
dbj|AP004968.1| Lotus japonicus genomic DNA, chromosome 1, 
clone:LjT43O24, TM0145,  complete sequence 
  0748-94-(6-7-
06)_H06 
6.00E
-116 
dbj|AP006427.1| Lotus japonicus genomic DNA, chromosome 1, 
clone:LjT45A23, TM0318,  complete sequence 
  0226-94-
C10(5-10-06) 
4.00E
-45 
dbj|AP009073.1| Lotus japonicus genomic DNA, chromosome 1, 
clone:LjT43J08, TM1255,  complete sequence 
  0124-94-
D02(5-9-06) 
3.00E
-14 
dbj|AP004941.1| Lotus japonicus genomic DNA, chromosome 1, 
clone:LjT25N10, TM0109,  complete sequence 
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Contig\75 
2.00E
-148 
dbj|AP004579.1| Lotus japonicus genomic DNA, chromosome 2, 
clone:LjT11E23, TM0557 
  1050-94-(6-2-
06)_A07 
2.00E
-121 
dbj|AP006864.1| Lotus japonicus genomic DNA, chromosome 3, 
clone:LjT18I21, TM1144,  complete sequence 
  0849-94-(6-5-
06)_A07 
1.00E
-09 
dbj|AP004505.1| Lotus japonicus genomic DNA, chromosome 3, 
clone:LjT10E18, TM0035,  complete sequence 
  0628-94-(6-6-
06)_D04 
1.00E
-36 
dbj|AP004977.1| Lotus japonicus genomic DNA, chromosome 3, 
clone:LjT12A10, TM0160,  complete sequence 
  Contig\41 4.00E
-144 
dbj|AP004512.1| Lotus japonicus genomic DNA, chromosome 4, 
clone:LjT10L16, TM0042,  complete sequence 
  1182-94-(6-
15-06)_H06 
2.00E
-95 
dbj|AP004536.1| Lotus japonicus genomic DNA, chromosome 4, 
clone:LjT15N19, TM0097b,  complete sequence 
  0671-94-(6-6-
06)_G09 
2.00E
-172 
dbj|AP004911.1| Lotus japonicus genomic DNA, chromosome 4, 
clone:LjT13O11, TM0069,  complete sequence 
  0211-94-
D08(5-10-06) 
9.00E
-91 
dbj|AP006382.1| Lotus japonicus genomic DNA, chromosome 4, 
clone:LjT32J05, TM0238,  complete sequence 
  Contig\142 2.00E
-72 
dbj|AP006127.1| Lotus japonicus genomic DNA, chromosome 5, 
clone:LjT48O21, TM0211,  complete sequence 
  Contig\26 8.00E
-51 
dbj|AP006731.1| Lotus japonicus genomic DNA, chromosome 6, 
clone:LjT45B09, TM0885c,  complete sequence 
  1180-94-(6-
15-06)_G06 
4.00E
-55 
dbj|AP006412.1| Lotus japonicus genomic DNA, chromosome 6, 
clone:LjT29C05, TM0301c,  complete sequence 
  0598-94-(6-8-
06)_E11 
1.00E
-99 
dbj|AP004960.1| Lotus japonicus genomic DNA, chromosome 6, 
clone:LjT19B18, TM0139,  complete sequence 
  0427-94-(6-
16-06)_C01 
0 dbj|AB167408.1| Lotus japonicus LjM3Kalpha mRNA for mitogen-activated 
kinase  kinase kinase alpha, complete cds 
  0099-94-
B10(4-28-06) 
6.00E
-163 
gb|EF640319.1| Lupinus albus GDP-dissociation inhibitor mRNA, complete cds 
  Contig\129 0 emb|AJ344108.1|LAL344108 Lupinus albus mRNA for ATP citrate lyase b-
subunit (aclb gene) 
  0860-94-(6-5-
06)_D08 
7.00E
-178 
emb|AJ421012.3|LLU421012 Lupinus luteus mRNA for putative 
metallophosphatase (ppd4 gene) 
  0307-94-(6-
12-06)_F05 
3.00E
-96 
gb|U19099.1|LCU19099 Lycopersicon chilense unknown protein (LC15) 
mRNA, complete cds 
  1142-94-(6-9-
06)_B12 
0 gb|AY656837.1| Lycopersicon esculentum arginase 1 (ARG1) mRNA, complete 
cds 
  Contig\146 9.00E
-139 
gb|AF233745.1|AF233745 Lycopersicon esculentum chaperonin 21 precursor, 
mRNA, complete  cds; nuclear gene for chloroplast product 
  0159-94(5-
31-06)_004 
0 gb|BT012805.1| Lycopersicon esculentum clone 11382 R, mRNA sequence 
  0032-93-
A10(4-21-06) 
8.00E
-111 
gb|BT012808.1| Lycopersicon esculentum clone 113828F, mRNA sequence 
  0533-94-(6-8-
06)_A05 
4.00E
-124 
gb|BT012822.1| Lycopersicon esculentum clone 113871F, mRNA sequence 
  0814-94-(6-5-
06)_F02 
0 gb|BT012845.1| Lycopersicon esculentum clone 11392 R, mRNA sequence 
  0515-94-(6-8-
06)_G02 
0 gb|BT012881.1| Lycopersicon esculentum clone 113982F, mRNA sequence 
  0429-94-(6-
27-06)_B06 
0 gb|BT012988.1| Lycopersicon esculentum clone 114208R, mRNA sequence 
  0570-94-(6-8-
06)_E08 
4.00E
-149 
gb|BT012992.1| Lycopersicon esculentum clone 114212R, mRNA sequence 
  0445-94-(6-
16-06)_D03 
6.00E
-147 
gb|BT013010.1| Lycopersicon esculentum clone 114247F, mRNA sequence 
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  0605-94-(6-6-
06)_E01 
8.00E
-146 
gb|BT013017.1| Lycopersicon esculentum clone 114255R, mRNA sequence 
  0547-94-(6-8-
06)_G06 
3.00E
-164 
gb|BT013054.1| Lycopersicon esculentum clone 114310R, mRNA sequence 
  0921-94-(6-
14-06)_H12 
2.00E
-103 
gb|BT013092.1| Lycopersicon esculentum clone 114358R, mRNA sequence 
  0898-94-(6-
14-06)_H07 
2.00E
-166 
gb|BT013422.1| Lycopersicon esculentum clone 132061R, mRNA sequence 
  0235-94-
D11(5-10-06) 
2.00E
-22 
gb|BT013475.1| Lycopersicon esculentum clone 132142R, mRNA sequence 
  0319-94-(6-9-
06)_G01 
0 gb|BT013490.1| Lycopersicon esculentum clone 132174R, mRNA sequence 
  0888-94-(6-5-
06)_H11 
0 gb|BT013497.1| Lycopersicon esculentum clone 13218 F, mRNA sequence 
  0811-94-(6-5-
06)_C02 
8.00E
-108 
gb|BT013508.1| Lycopersicon esculentum clone 132199F, mRNA sequence 
  006-94-
E05(4-28-06) 
3.00E
-180 
gb|BT013569.1| Lycopersicon esculentum clone 132307R, mRNA sequence 
  0872-94-(6-5-
06)_H09 
7.00E
-83 
gb|BT013653.1| Lycopersicon esculentum clone 132472F, mRNA sequence 
  0247-94(5-
31-06)_003 
0 gb|BT013673.1| Lycopersicon esculentum clone 132492F, mRNA sequence 
  0259-94(5-
31-06)_012 
2.00E
-168 
gb|BT013729.1| Lycopersicon esculentum clone 132589F, mRNA sequence 
  0661-94-(6-6-
06)_E08 
1.00E
-143 
gb|BT013770.1| Lycopersicon esculentum clone 132655R, mRNA sequence 
  0390-94-(6-8-
06)_G11 
3.00E
-163 
gb|BT013787.1| Lycopersicon esculentum clone 132681F, mRNA sequence 
  1081-94-(6-2-
06)_G10 
0 gb|BT013793.1| Lycopersicon esculentum clone 1327F, mRNA sequence 
  0640-94-(6-6-
06)_H05 
7.00E
-83 
gb|BT013820.1| Lycopersicon esculentum clone 132742F, mRNA sequence 
  0918-94-(6-
14-06)_E12 
0 gb|BT013889.1| Lycopersicon esculentum clone 132874R, mRNA sequence 
  0902-94-(6-
14-06)_E10 
1.00E
-28 
gb|BT013931.1| Lycopersicon esculentum clone 132929R, mRNA sequence 
  0255-94(5-
31-06)_004 
2.00E
-118 
gb|BT013943.1| Lycopersicon esculentum clone 132966F, mRNA sequence 
  1031-94-(6-2-
06)_F04 
2.00E
-165 
gb|BT013978.1| Lycopersicon esculentum clone 133023F, mRNA sequence 
  0698-94-(6-
12-06)_G12 
0 gb|BT014017.1| Lycopersicon esculentum clone 133079F, mRNA sequence 
  0450-94-(6-
16-06)_H03 
1.00E
-130 
gb|BT014025.1| Lycopersicon esculentum clone 133087R, mRNA sequence 
  1179-94-(6-
15-06)_F06 
5.00E
-136 
gb|BT014125.1| Lycopersicon esculentum clone 133233F, mRNA sequence 
  0727-94-(6-7-
06)_C04 
0 gb|BT014132.1| Lycopersicon esculentum clone 133248R, mRNA sequence 
  0797-94-(6-7-
06)_E12 
0 gb|BT014209.1| Lycopersicon esculentum clone 133386F, mRNA sequence 
  0857-94-(6-5-
06)_A08 
4.00E
-111 
gb|BT014286.1| Lycopersicon esculentum clone 133525F, mRNA sequence 
  0123-94-
C02(5-9-06) 
6.00E
-112 
gb|BT014350.1| Lycopersicon esculentum clone 133626F, mRNA sequence 
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  0736-94-(6-7-
06)_D05 
3.00E
-107 
gb|BT014372.1| Lycopersicon esculentum clone 133660F, mRNA sequence 
  1307-94-(6-
16-06)_A07 
2.00E
-95 
gb|BT014397.1| Lycopersicon esculentum clone 133702F, mRNA sequence 
  0451-94-(6-
16-06)_A04 
2.00E
-89 
gb|BT014430.1| Lycopersicon esculentum clone 133748R, mRNA sequence 
  1148-94-(6-9-
06)_H12 
6.00E
-27 
gb|BT014542.1| Lycopersicon esculentum clone 133957R, mRNA sequence 
  0373-94-(6-
12-06)_A09 
4.00E
-175 
gb|BT013152.1| Lycopersicon esculentum clone 134156F, mRNA sequence 
  0759-94-(6-7-
06)_C08 
8.00E
-152 
gb|BT013369.1| Lycopersicon esculentum clone 135389F, mRNA sequence 
  0312-94-(6-9-
06)_A01 
6.00E
-157 
gb|BT013399.1| Lycopersicon esculentum clone 135708R, mRNA sequence 
  0926-94-(6-
16-06)_D11 
0 gb|AY240231.1| Lycopersicon esculentum gamma-aminobutyrate transaminase 
subunit  precursor isozyme 3 mRNA, complete cds 
  Contig\25 0 gb|AY368907.1| Lycopersicon esculentum molecular chaperone Hsp90-2 
mRNA, complete  cds 
  Contig\18 4.00E
-80 
emb|X90695.1|MSRNAPE02 M.sativa mRNA for peroxidase 2 
  Contig\4 1.00E
-11 
emb|CT963076.3| M.truncatula DNA sequence from clone MTH2-22P7 on 
chromosome  3, complete sequence 
  0462-94-(6-
16-06)_D05 
5.00E
-60 
emb|CU457801.7| M.truncatula DNA sequence from clone MTH2-38N16 on 
chromosome  3, complete sequence 
  Contig\130 2.00E
-47 
emb|CU062624.10| M.truncatula DNA sequence from clone MTH2-77J21 on 
chromosome  3, complete sequence 
  Contig\103 5.00E
-174 
emb|CT961058.16| M.truncatula DNA sequence from clone MTH2-80N17 on 
chromosome  3, complete sequence 
  0766-94-(6-7-
06)_A09 
0 gb|AF039709.1|AF039709 Maackia amurensis 14-3-3 protein homolog mRNA, 
complete cds 
  1008-94-(6-2-
06)_H01 
3.00E
-176 
gb|AF153828.1|AF153828 Malus domestica alpha-amylase mRNA, complete 
cds 
  Contig\7 0 gb|U80269.1|MDU80269 Malus domestica translation initiation factor 2 beta 
(eIF-2beta)  mRNA, partial cds 
  0026-94-(6-
12-06)_A01 
8.00E
-98 
gb|DQ279909.1| Malus pumila CXE carboxylesterase (CXE8) mRNA, complete 
cds 
  Contig\150 0 gb|DQ221207.1| Malus x domestica cytosolic malate dehydrogenase mRNA, 
complete  cds 
  0672-94-(6-6-
06)_H09 
0 gb|AY787586.1| Malus x domestica L-galactose-1-phos ate phosphatase 
mRNA, complete  cds 
  1107-94-(6-9-
06)_G07 
5.00E
-72 
gb|DQ074461.1| Malus x domestica MYB6 mRNA, complete cds 
  0825-94-(6-5-
06)_A04 
0 gb|DQ184951.1| Malus x domestica putative receptor kinase (DIPM4) mRNA, 
complete  cds 
  Contig\91 2.00E
-104 
emb|AM040280.1| Mangifera indica partial mRNA for beta-galactosidase 
(pman11  gene) 
  Contig\176 5.00E
-111 
gb|DQ122779.1| Medicago sativa clone C4 unknown mRNA 
  1052-94-(6-2-
06)_C07 
3.00E
-138 
gb|DQ122777.1| Medicago sativa clone RF4 histidyl-tRNA synthetase mRNA, 
partial  cds 
  Contig\135 6.00E
-167 
gb|AF020272.1|AF020272 Medicago sativa cytosolic malate dehydrogenase 
(cmdh) mRNA, complete  cds 
  0630-94-(6-6-
06)_F04 
1.00E
-66 
emb|Y16672.1|MSY16672 Medicago sativa mRNA for putative arginine/serine-
rich splicing  factor, (sclp gene) 
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  0745-94-(6-7-
06)_E06 
4.00E
-168 
gb|AY247272.1| Medicago truncatula AKIN beta2 mRNA, complete cds 
  
0071_F06(For
4-28-06) 
5.00E
-50 
gb|AC169124.2| Medicago truncatula chromosome 2 BAC clone mte1-34m3, 
complete  sequence 
  0309-94(5-
31-06)_012 
1.00E
-76 
gb|AC186295.3| Medicago truncatula chromosome 2 BAC clone mth2-26g6, 
complete  sequence 
  Contig\77 1.00E
-05 
emb|CT025844.1| Medicago truncatula chromosome 5 clone mte1-41h18, 
COMPLETE SEQUENCE 
  1130-94-(6-9-
06)_F10 
2.00E
-110 
emb|CT963115.2| Medicago truncatula chromosome 5 clone mte1-43g8, 
COMPLETE SEQUENCE 
  Contig\46 3.00E
-31 
emb|CR954197.2| Medicago truncatula chromosome 5 clone mte1-80m7, 
COMPLETE SEQUENCE 
  0914-94-(6-
14-06)_A12 
2.00E
-38 
emb|CR931728.1| Medicago truncatula chromosome 5 clone mth2-175g3, 
COMPLETE SEQUENCE 
  0382-94-(6-
12-06)_A10 
5.00E
-22 
emb|CU302329.1| Medicago truncatula chromosome 5 clone mth2-171p15, 
COMPLETE  SEQUENCE 
  0779-94-(6-7-
06)_D10 
9.00E
-63 
emb|CT573508.2| Medicago truncatula chromosome 5 clone mth2-29p15, 
COMPLETE SEQUENCE 
  0562-94-(6-8-
06)_H07 
2.00E
-19 
emb|CU302347.1| Medicago truncatula chromosome 5 clone mth2-5p5, 
COMPLETE SEQUENCE 
  Contig\67 5.00E
-60 
emb|CR936324.2| Medicago truncatula chromosome 5 clone mth2-62a22, 
COMPLETE SEQUENCE 
  1079-94-(6-2-
06)_E10 
4.00E
-93 
emb|CR962131.2| Medicago truncatula chromosome 5 clone mth2-69b10, 
COMPLETE SEQUENCE 
  Contig\123 2.00E
-72 
emb|CU179920.2| Medicago truncatula chromosome 5 clone mth4-25c2, 
COMPLETE SEQUENCE 
  1160-94-(6-
15-06)_B05 
7.00E
-71 
gb|AC146307.24| Medicago truncatula chromosome 6 clone mth2-9p17, 
complete sequence 
  Contig\64 2.00E
-07 
gb|AC171533.3| Medicago truncatula chromosome 7 BAC clone mth2-82b20, 
complete  sequence 
  Contig\189 2.00E
-26 
gb|AC144483.10| Medicago truncatula chromosome 8 clone mth2-12f13, 
complete sequence 
  1071-94-(6-2-
06)_E09 
2.00E
-116 
gb|AC146862.24| Medicago truncatula chromosome 8 clone mth2-174p12, 
complete  sequence 
  0431-94-(6-
16-06)_G01 
3.00E
-177 
gb|EF128059.1| Medicago truncatula class II KNOX home box transcription 
factor  (KNOX4) mRNA, complete cds 
  1088-94-(6-2-
06)_F11 
1.00E
-180 
gb|AC152920.17| Medicago truncatula clone mth2-101o5, complete sequence 
  Contig\144 2.00E
-109 
gb|AC152921.8| Medicago truncatula clone mth2-102h2, complete sequence 
  0006-94-
C05(4-20-06) 
9.00E
-161 
gb|AC148097.7| Medicago truncatula clone mth2-15a20, complete sequence 
  Contig\57 2.00E
-46 
gb|AC136974.11| Medicago truncatula clone mth2-22e9, complete sequence 
  0007for_D05' 7.00E
-23 
gb|AC144389.22| Medicago truncatula clone mth2-25e14, complete sequence 
  Contig\3 3.00E
-62 
gb|AC140035.9| Medicago truncatula clone mth2-25n18, complete sequence 
  0271-94(5-
31-06)_004 
2.00E
-23 
gb|AC137669.12| Medicago truncatula clone mth2-27m3, complete sequence 
  1060-94-(6-2-
06)_B08 
3.00E
-87 
gb|AC126012.22| Medicago truncatula clone mth2-27p4, complete sequence 
  1087-94-(6-2-
06)_E11 
2.00E
-121 
gb|AC128638.34| Medicago truncatula clone mth2-36h10, complete sequence 
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  Contig\73 0 gb|AC148818.15| Medicago truncatula clone mth2-39c7, complete sequence 
  Contig\31 1.00E
-68 
gb|AC151426.32| Medicago truncatula clone mth2-6o22, complete sequence 
  1077-94-(6-2-
06)_C10 
2.00E
-96 
gb|AC126786.22| Medicago truncatula clone mth2-8c2, complete sequence 
  0644-94-(6-6-
06)_D06 
4.00E
-35 
gb|AC146567.10| Medicago truncatula clone mth2-99p24, complete sequence 
  0641-94-(6-6-
06)_A06 
0 emb|AJ430609.1|MTR430609 Medicago truncatula mRNA for squalene 
monooxygenase 1 (sqp1 gene) 
  0927-94-(6-
15-06)_F01 
6.00E
-08 
gb|AC192090.4| Mus musculus BAC clone RP23-408O7 from chromosome 3, 
complete  sequence 
  0521-94-(6-8-
06)_E03 
2.00E
-08 
gb|AC127583.4| Mus musculus BAC clone RP24-121M11 from 13, complete 
sequence 
  Contig\121 4.00E
-42 
emb|AJ697696.1| Nicotiana benthamiana mRNA for ALY protein (ALY617 
allele) 
  Contig\116 0 gb|DQ121388.1| Nicotiana benthamiana PHB2 mRNA, complete cds 
  1016-94-(6-2-
06)_G02 
0 emb|AJ272011.1|NPL272011 Nicotiana plumbaginifolia mRNA for 
oligouridylate binding protein  (ubp1 gene) 
  1086-94-(6-2-
06)_D11 
1.00E
-104 
gb|DQ231577.1| Nicotiana sylvestris cryptochrome 2 (cry2) mRNA, complete 
cds 
  0679-94-(6-6-
06)_G10 
6.00E
-135 
gb|AY578143.2| Nicotiana tabacum 3-dehydroquinate dehy ratase / shikimate 
dehydrogenase  isoform 2 mRNA, complete cds 
  Contig\40 2.00E
-153 
gb|AY775048.1| Nicotiana tabacum Avr9/Cf-9 rapidly e icited protein 271 
(ACRE271)  mRNA, partial cds 
  0105-94-
H10(4-28-06) 
6.00E
-157 
gb|AF190657.1|AF190657 Nicotiana tabacum clone 7 poly(A)-binding protein 
(PABP) mRNA,  partial cds 
  1035-94-(6-
14-06)_G08 
5.00E
-117 
gb|AF154645.1| Nicotiana tabacum clone PR26 mRNA sequence 
  0942-94-(6-
15-06)_E03 
6.00E
-141 
gb|AF191497.1|AF191497 Nicotiana tabacum DnaJ-like protein mRNA, 
complete cds 
  Contig\29 0 emb|AJ319873.1|NTA319873 Nicotiana tabacum mRNA for carbamoyl 
phosphate synthase small  subunit 
  0217-94-(6-
16-06)_B09 
0 emb|AJ249883.1|NTA249883 Nicotiana tabacum mRNA for N-
acetylglucosaminyltransferase I  (GntI gene), clone A9 
  0556-94-(6-
12-06)_H10 
0 emb|AJ291738.1|NTA291738 Nicotiana tabacum mRNA for putative alpha7 
proteasome subunit  (a7 gene) 
  Contig\126 0 dbj|AB079020.1| Nicotiana tabacum mRNA for ras-related protein RAB8-1, 
complete  cds 
  1005-94-(6-2-
06)_E01 
0 emb|AJ011576.1|NTA011576 Nicotiana tabacum mRNA for RNA-directed 
RNA polymerase 
  Contig\202 0 dbj|AB036735.1| Nicotiana tabacum NtADH mRNA for allyl alcohol 
dehydrogenase,  complete cds 
  0079-93-
B04(4-21-06) 
4.00E
-108 
emb|AJ299251.1|NTA299251 Nicotiana tabacum partial mRNA for lysyl-tRNA 
synthetase (lysRS  gene) 
  Contig\100 0 gb|AF190655.1|AF190655 Nicotiana tabacum poly(A)-binding protein (PABP) 
mRNA, complete  cds 
  0065-94-
H05(4-28-06) 
0 gb|AY619952.1| Nicotiana tabacum putative UDP-glucuronate decarboxylase 3 
mRNA,  complete cds 
  0110-94-
E11(4-28-06) 
1.00E
-134 
gb|AF055910.2| Orobanche ramosa NADPH-dependent mannose 6-phosphate 
reductase  (M6PR) mRNA, complete cds 
  Contig\72 6.00E
-65 
emb|CT829234.1| Oryza sativa (indica cultivar-group) cDNA 
clone:OSIGCEA047B09,  full insert sequence 
  Contig\147 1.00E
-156 
emb|CT837671.1| Oryza sativa (indica cultivar-group) cDNA 
clone:OSIGCEA046L07,  full insert sequence 
495 
 
 
  0536-94-(6-8-
06)_D05 
6.00E
-147 
emb|CT830199.1| Oryza sativa (indica cultivar-group) cDNA 
clone:OSIGCRA126P24,  full insert sequence 
  Contig\96 0 dbj|AK064791.1| Oryza sativa (japonica cultivar-group) cDNA 
clone:J013000C08,  full insert sequence 
  Contig\70 3.00E
-152 
dbj|AK069870.1| Oryza sativa (japonica cultivar-group) cDNA 
clone:J023039C20,  full insert sequence 
  Contig\39 3.00E
-139 
dbj|AK100610.1| Oryza sativa (japonica cultivar-group) cDNA 
clone:J023107L11,  full insert sequence 
  Contig\162 8.00E
-32 
dbj|AK067094.1| Oryza sativa (japonica cultivar-group) cDNA 
clone:J013098P05,  full insert sequence 
  1141-94-(6-9-
06)_A12 
2.00E
-147 
ref|NM_001049454.1| Oryza sativa (japonica cultivar-group) Os01g0328900 
(Os01g0328900)  mRNA, complete cds 
  1127-94-(6-9-
06Truncated)_
C10 
2.00E
-07 
ref|NM_001073481.1| Oryza sativa (japonica cultivar-group) Os12g0540700 
(Os12g0540700)  mRNA, complete cds 
  1118-94-(6-9-
06)_B09 
9.00E
-101 
ref|NM_001049151.1| Oryza sativa (japonica cultivar-group) Os01g0254100 
(Os01g0254100)  mRNA, complete cds 
  0744-94-(6-7-
06)_D06 
1.00E
-136 
ref|NM_001053454.1| Oryza sativa (japonica cultivar-group) Os02g0506500 
(Os02g0506500)  mRNA, complete cds 
  0663-94-(6-6-
06)_G08 
2.00E
-72 
ref|NM_001063520.1| Oryza sativa (japonica cultivar-group) Os06g0182500 
(Os06g0182500)  mRNA, complete cds 
  0599-94-(6-8-
06)_F11 
5.00E
-117 
ref|NM_001055284.1| Oryza sativa (japonica cultivar-group) Os03g0115100 
(Os03g0115100)  mRNA, complete cds 
  0577-94-(6-8-
06)_B09 
6.00E
-78 
ref|NM_001068166.1| Oryza sativa (japonica cultivar-group) Os08g0359500 
(Os08g0359500)  mRNA, complete cds 
  0571-94-(6-8-
06)_F08 
6.00E
-52 
ref|NM_001065116.1| Oryza sativa (japonica cultivar-group) Os06g0715100 
(Os06g0715100)  mRNA, complete cds 
  0457-94-(6-
16-06)_G04 
5.00E
-66 
ref|NM_001065908.1| Oryza sativa (japonica cultivar-group) Os07g0280200 
(Os07g0280200)  mRNA, complete cds 
  0346-94-(6-9-
06)_D04 
6.00E
-166 
ref|NM_001062092.1| Oryza sativa (japonica cultivar-group) Os05g0415700 
(Os05g0415700)  mRNA, complete cds 
  0440-94-(6-
16-06)_H02 
1.00E
-156 
emb|Z68506.1|PSIEP110 P.sativum mRNA for 110 kD chloroplast inner 
envelope protein  IEP110 
  Contig\8 1.00E
-163 
gb|DQ781308.1| Pachysandra terminalis chloroplast carbonic anhydrase mRNA, 
complete  cds; nuclear gene for chloroplast product 
  0905-94-(6-
14-06)_H10 
2.00E
-84 
gb|AF492816.1| Phaseolus vulgaris cyclic nucleotide-gat d channel A (CNGC-
A)  mRNA, partial cds 
  0699-94-(6-
12-06)_H12 
0 gb|AF492818.1| Phaseolus vulgaris cyclic nucleotid -gated channel C (CNGC-
C)  mRNA, partial cds 
  0350-94-(6-9-
06)_G04 
8.00E
-165 
emb|Z99953.1|PVZ99953 Phaseolus vulgaris Moldavian encoding cysteine 
proteinase precursor  (clone cp41) 
  Contig\149 0 emb|AJ288895.1|PVU288895 Phaseolus vulgaris mRNA for peroxiredoxin (2-
Cys PRx gene) 
  1040-94-(6-2-
06)_G05 
2.00E
-21 
gb|AF363809.1|AF363809 Phaseolus vulgaris Pto-like kinase SG2 gene, partial 
cds 
  0261-94(5-
31-06)_016 
3.00E
-08 
gb|AF461687.1| Pinus pinaster putative ubiquitin mRNA, partial cds 
  0520-94-(6-8-
06)_D03 
0 gb|AF397903.1| Pisum sativum AAA-metalloprotease FtsH (FTSH) mRNA, 
complete  cds; nuclear gene for mitochondrial product 
  Contig\136 0 gb|L36856.1|PEAIAP34A Pisum sativum GTP-binding protein (IAP34) mRNA, 
complete cds 
  Contig\105 0 dbj|D86494.1| Pisum sativum mRNA for diminuto, complete cds 
  1113-94-(6-9-
06)_E08 
0 emb|X59773.1|PSGDPP Pisum sativum mRNA for P protein, a part of glycine 
cleavage  complex 
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  0907-94-(6-
14-06)_B11 
7.00E
-102 
emb|AJ251828.1|PSA251828 Pisum sativum partial mRNA for putative 
cysteine protease (plp  gene) 
  1115-94-(6-9-
06)_G08 
3.00E
-63 
dbj|AB021873.1| Pisum sativum RSP mRNA for ribosome-sedimenting protein, 
complete  cds 
  0944-94-(6-
15-06)_G03 
2.00E
-122 
gb|DQ181626.1| Pisum sativum unknown mRNA 
  0613-94-(6-6-
06)_E02 
3.00E
-170 
emb|AM111319.1| Plantago major partial mRNA for Nucleoside-Diphopshate-
Sugar  Dehydratase (nsd1 gene) 
  0265-94(5-
31-06)_007 
2.00E
-67 
emb|AM293621.1| Platanus x acerifolia partial ORF5 mRNA for hypothetical 
protein,  clone Q8E 
  0863-94-(6-5-
06)_G08 
5.00E
-117 
emb|CT028878.1| Poplar cDNA sequences 
  0739-94-(6-7-
06)_G05 
1.00E
-92 
emb|CT028623.1| Poplar cDNA sequences 
  0616-94-(6-6-
06)_H02 
1.00E
-150 
emb|CT028457.1| Poplar cDNA sequences 
  0886-94-(6-5-
06)_F11 
0 gb|AY230139.1| Populus alba cyclin D mRNA, complete cds 
  Contig\193 0 gb|AY755413.1| Populus alba x Populus tremula homeodomain protein 
ARBORKNOX1  (ARBORKNOX1) mRNA, complete cds 
  Contig\5 0 emb|AJ744954.1| Populus alba x Populus tremula mRNA for putative auxin-
amidohydrolase  precursor (Iar3 gene) 
  Contig\161 0 gb|DQ131179.1| Populus deltoides lipoxygenase LOX2 (LOX2) mRNA, 
complete cds 
  Contig\182 2.00E
-178 
gb|DQ517530.1| Populus euphratica Na+/H+ antiporter (sos1) mRNA, complete 
cds 
  Contig\199 3.00E
-139 
gb|AY501392.1| Populus tomentosa MADS box transcription factor (MADS1) 
mRNA,  complete cds 
  Contig\165 0 gb|EF035039.1| Populus tremula x Populus alba LIM domain protein WLIM1b 
(WLIM1b)  mRNA, complete cds 
  Contig\153 0 gb|EF035040.1| Populus tremula x Populus alba LIM domain protein WLIM2a 
(WLIM2a)  mRNA, complete cds 
  Contig\158 0 gb|EF501824.1| Populus tremula x Populus alba secondary wall-associated 
glycosyltransferase  family 8D (GT8D) mRNA, complete cds 
  0325-94-(6-
14-06)_E02 
7.00E
-162 
gb|EF035036.1| Populus tremula x Populus alba strain INRA717-1B4 LIM 
domain  protein GLIM1b (GLIM1b) mRNA, complete cds 
  0890-94-(6-
14-06)_E07 
2.00E
-97 
emb|AJ306828.1|PTR306828 Populus tremula x Populus tremuloides mRNA 
for aux/IAA protein  (IAA5 gene) 
  Contig\148 3.00E
-177 
gb|AF373100.1| Populus tremula x Populus tremuloides auxin-regulated protein  
(IAA1) mRNA, complete cds 
  0453-94-(6-
16-06)_C04 
0 gb|AY935506.1| Populus tremula x Populus tremuloides secondary cell wall-
related  glycosyltransferase family 47 mRNA, complete cds 
  Contig\90 0 gb|EF194056.1| Populus tremula x Populus tremuloides xyloglucan 
endotransglycosylase/hydrolase  precursor XTH-17 mRNA, complete cds 
  0177-94-
B04(5-10-06) 
8.00E
-168 
gb|AF377868.1| Populus tremuloides MADS-box protein PTM5 mRNA, 
complete cds 
  0195-94-
D06(5-10-06) 
3.00E
-66 
gb|DQ536148.1| Populus trichocarpa clone 15623897 auxin-regulated protein-
like  protein mRNA, complete cds 
  0544-94-(6-8-
06)_D06 
0 gb|AC210650.1| Populus trichocarpa clone POP004-K01, complete sequence 
  0548-94-(6-8-
06)_H06 
1.00E
-123 
gb|AC210505.1| Populus trichocarpa clone POP021-M24, complete sequence 
  0767-94-(6-7-
06)_B09 
2.00E
-167 
gb|AC210335.1| Populus trichocarpa clone POP024-E12, complete sequence 
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  0930-94-(6-
16-06)_F11 
6.00E
-46 
gb|AC149300.1| Populus trichocarpa clone Pop1-040E01, complete sequence 
  0052-94-
C04(4-28-06) 
1.00E
-13 
gb|AC185353.2| Populus trichocarpa clone Pop1-100A2, complete sequence 
  0818-94-(6-5-
06)_B03 
4.00E
-36 
gb|AC187865.2| Populus trichocarpa clone Pop1-4F12, complete sequence 
  0381-94-(6-
12-06)_H09 
1.00E
-118 
gb|AC184077.2| Populus trichocarpa clone Pop1-53L15, complete sequence 
  1080-94-(6-2-
06)_F10 
4.00E
-131 
gb|AC184091.2| Populus trichocarpa clone Pop1-64B3, complete sequence 
  Contig\99 5.00E
-98 
gb|AC182701.2| Populus trichocarpa clone Pop1-74K8, complete sequence 
  0329-94-(6-
27-06)_H03 
3.00E
-96 
gb|AC182701.2| Populus trichocarpa clone Pop1-74K8, complete sequence 
  0468-94-(6-
16-06)_B06 
0 gb|AC182714.2| Populus trichocarpa clone Pop1-86K15, complete sequence 
  0619-94-(6-6-
06)_C03 
1.00E
-48 
gb|EU130560.1| Populus trichocarpa GAGA-motif binding transcriptional 
activator  (BBR/BPC1) mRNA, complete cds 
  0283-94(5-
31-06)_011 
0 gb|AF139498.1|AF139498 Prunus armeniaca porin (mPOR) mRNA, nuclear 
gene encoding mitochondrial  product, complete cds 
  0198-94-(6-
16-06)_H08 
9.00E
-161 
gb|DQ222998.1| Prunus armeniaca temperature-induced lipocalin (TIL) mRNA, 
complete  cds 
  0234-94-
C11(5-10-06) 
0 emb|AJ862887.1| Prunus avium mRNA for putative auxin influx carrier protein 
(lax1  gene) 
  1085-94-(6-2-
06)_C11 
6.00E
-166 
gb|AC154901.1| Prunus persica (peach) BAC clone 82I18, complete sequence 
  0454-94-(6-
16-06)_D04 
3.00E
-88 
gb|AF467900.1| Prunus persica clone pPn31C7 hypothetical proteins, and 
hypothetical  transcription factor genes, complete cds 
  Contig\167 0 gb|AF039598.1| Prunus persica light harvesting chlorophyll A/B binding protein  
(Lhcb-Pp2) mRNA, complete cds 
  0871-94-(6-
14-06)_G06 
0 dbj|AB047518.1| Prunus persica PpExp2 mRNA for expansin, complete cds 
  0525-94-(6-8-
06)_A04 
2.00E
-178 
gb|AF386521.1|AF386521 Pyrus communis putative Tub family protein 
mRNA, partial cds 
  0446-94-(6-
16-06)_E03 
6.00E
-160 
dbj|AB239590.1| Pyrus pyrifolia var. culta PsS-AIV2 mRNA for soluble acid 
invertase,  complete cds 
  0684-94-(6-6-
06)_D11 
0 emb|AJ577264.1|QRO577264 Quercus robur partial mRNA for expansin-like 
protein (ORF1) 
  1166-94-(6-
15-06)_E05 
9.00E
-25 
gb|AY526717.1| Quercus suber resistance protein (RPc) gene, RPc-a allele, 
partial  cds 
  0303-94(5-
31-06)_002 
0 emb|Z81012.1|RCUNKN R.communis mRNA for unknown protein 
  0278-94(5-
31-06)_001 
3.00E
-154 
emb|AJ007579.1|RNI7579 Ribes nigrum mRNA for putative cysteine 
proteinase, partial 
  1030-94-(6-2-
06)_E04 
0 gb|DQ300357.1| Ricinus communis ACS1 mRNA, partial cds 
  0074-94-
A07(4-28-06) 
0 gb|U72693.1|RCU72693 Ricinus communis phospholipase D gene, complete 
cds 
  0074-93-
G04(4-21-06) 
2.00E
-144 
gb|L33686.1|RCCPLD Ricinus communis phospholipase D mRNA, complete 
cds 
  0785-94-(6-7-
06)_B11 
1.00E
-168 
gb|DQ007449.1| Ruta graveolens UDP-N-acetyl glucosamine-dolichyl 
phosphate transferase  mRNA, partial sequence 
  1046-94-(6-2-
06)_E06 
0 dbj|AB003137.1| Salix gilgiana mRNA for DnaJ homolog protein, complete cds 
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  Contig\13 0 gb|AF326321.1|AF326321 Shuttle vector pBHad-CMV, complete plasmid 
sequence 
  0743-94-(6-7-
06)_C06 
0 gb|EF447217.1| Solanum chacoense ovule receptor-like kinase 28 (ORK28) 
mRNA,  complete cds 
  0606-94-(6-6-
06)_F01 
0 dbj|AK246627.1| Solanum lycopersicum cDNA, clone: FC17BE09, HTC in 
fruit 
  0642-94-(6-6-
06)_B06 
8.00E
-127 
dbj|AK246647.1| Solanum lycopersicum cDNA, clone: FC18AD04, HTC in 
fruit 
  0444-94-(6-
16-06)_C03 
4.00E
-93 
dbj|AK224815.2| Solanum lycopersicum cDNA, clone: FC18BH03, HTC in 
fruit 
  0162-94-
B07(5-5-06) 
9.00E
-72 
dbj|AK246659.1| Solanum lycopersicum cDNA, clone: FC18CA01, HTC in 
fruit 
  0824-94-(6-5-
06)_H03 
2.00E
-141 
dbj|AK246759.1| Solanum lycopersicum cDNA, clone: FC23AF10, HTC in 
fruit 
  0115-94-
B12(4-28-06) 
6.00E
-157 
dbj|AK246844.1| Solanum lycopersicum cDNA, clone: FC26AC04, HTC in 
fruit 
  0263-94(5-
31-06)_003 
4.00E
-76 
dbj|AK246968.1| Solanum lycopersicum cDNA, clone: LEF 1005BD01, HTC 
in leaf 
  0768-94-(6-7-
06)_C09 
0 dbj|AK247440.1| Solanum lycopersicum cDNA, clone: LEFL1021DD06, HTC 
in leaf 
  0681-94-(6-6-
06)_A11 
7.00E
-26 
dbj|AK247103.1| Solanum lycopersicum cDNA, clone: LEF 1035AD05, HTC 
in leaf 
  0221-94-
F09(5-10-06) 
8.00E
-168 
dbj|AK247264.1| Solanum lycopersicum cDNA, clone: LEF 1078BG09, HTC 
in leaf 
  0725-94-(6-7-
06)_A04 
5.00E
-66 
dbj|AK247284.1| Solanum lycopersicum cDNA, clone: LEF 1086AG10, HTC 
in leaf 
  0208-94-
A08(5-10-06) 
7.00E
-143 
dbj|AK247687.1| Solanum lycopersicum cDNA, clone: LEF 1092AE12, HTC 
in leaf 
  0030-94-
E01(4-28-06) 
2.00E
-131 
dbj|AK247932.1| Solanum lycopersicum cDNA, clone: LEF 2051C01, HTC in 
fruit 
  Contig\60 7.00E
-134 
gb|DQ206630.1| Solanum tuberosum ABA 8'-hydroxylase CYP707A1 mRNA, 
complete  cds 
  0119-94-
F12(4-28-06) 
1.00E
-151 
gb|AF193845.1|AF193845 Solanum tuberosum branched-cain amino acid 
aminotransferase  (BCAT1) mRNA, complete cds 
  Contig\186 8.00E
-108 
gb|DQ241861.1| Solanum tuberosum clone 021G11 translocon-associated 
protein  beta family protein-like mRNA, complete cds 
  Contig\44 3.00E
-170 
gb|DQ200374.1| Solanum tuberosum clone 059F12 unknown mRNA 
  Contig\78 0 gb|DQ222496.1| Solanum tuberosum clone 104F01 triose phosphate isomerase 
cytosolic  isoform-like mRNA, complete cds 
  Contig\127 0 gb|DQ222522.1| Solanum tuberosum clone 129C03 Ran/TC4-like protein 
mRNA, complete  cds 
  Contig\145 0 gb|DQ268839.1| Solanum tuberosum clone 130D11 40S ribosomal protein S4-
like  protein mRNA, complete cds 
  Contig\17 6.00E
-116 
gb|DQ235163.1| Solanum tuberosum clone 153D02 CAPIP1-like mRNA, 
complete cds 
  Contig\76 3.00E
-138 
gb|DQ235192.1| Solanum tuberosum clone 167F07 unknown mRNA 
  Contig\20 2.00E
-28 
gb|DQ241827.1| Solanum tuberosum clone 172C11 hypotetical protein 
mRNA, complete  cds 
  0923-94-(6-
15-06)_B01 
3.00E
-176 
gb|DQ294277.1| Solanum tuberosum clone 172G04 60S ribosomal protein L19-
like  protein mRNA, complete cds 
  0294-94(5-
31-06)_001 
0 gb|AY690423.1| Solanum tuberosum cultivar USW 2230 glucose-6-phosphate 
isomerase  (GPI) mRNA, complete cds 
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  Contig\133 0 emb|AJ000265.1|SOJ00265 Spinacia oler cea mRNA (nuclear-encoded) for 
chloroplast glucose-6-phosphate  isomerase 
  Contig\15 9.00E
-101 
gb|AF266551.1|AF266551 Staphylococcus capitis clone 4b shotgun library 
fragment 
  Contig\200 0 emb|AJ313385.1|TCA313385 Theobroma cac o mRNA for aspartic proteinase 
(ap2 gene) 
  0020-
94_010(5-31-
06) 
0 emb|AJ313384.1|TCA313384 Theobroma cacao mRNA for aspartic proteinase 
(ap1 gene) 
  0233-94-
B11(5-10-06) 
0 gb|AY570507.1| Theobroma cacao somatic embryogenesis r ceptor-like kinase 
(SERK)  mRNA, partial cds 
  0734-94-(6-7-
06)_B05 
0 gb|AY445630.1| Trifolium pratense GTP-binding protein TypA mRNA, 
complete cds 
  0576-94-(6-
12-06)_E11 
3.00E
-151 
dbj|AB236802.1| Trifolium pratense RNA for hypothetical protein, complete 
cds,  clone: C1966 
  0347-94-(6-
12-06)_F06 
2.00E
-166 
dbj|AB236792.1| Trifolium pratense RNA for putative DNA binding protein, 
partial  cds, clone: C1861 
  0298-94(5-
31-06)_009 
1.00E
-145 
gb|AY192361.1| Trifolium repens cysteine protease 14 mRNA, complete cds 
  Contig\163 3.00E
-126 
emb|AJ867392.1| Triticum aestivum mRNA for glycosyltransferase (a1 gene) 
  0762-94-(6-7-
06)_F08 
0 emb|Y08624.1|VUTED2 V.unguiculata mRNA for Ted2 protein 
  Contig\138 0 gb|AF047173.1| Vernicia fordii aquaporin mRNA, complete cds 
  0839-94-(6-
14-06)_C06 
0 gb|AY819699.1| Vernicia fordii NADH:cytochrome b5reductase (CBR1A) 
mRNA, complete  cds 
  Contig\27 5.00E
-168 
gb|AF141898.1|AF141898 Vitis berlandieri x Vitis rupestris putative aquaporin 
PIP1-2  (PIP1-2) mRNA, complete cds 
  0817-94-(6-5-
06)_A03 
5.00E
-148 
gb|DQ354157.1| Vitis pseudoreticulata clone EST-443 unknown mRNA 
  0529-94-(6-8-
06)_E04 
3.00E
-170 
gb|DQ336282.1| Vitis pseudoreticulata L-isoaspartate-O-methyl transferase 
mRNA,  complete cds 
  1310-94-(6-
16-06)_D07 
0 gb|L34836.1|VIIMDN Vitis vinifera (clone pGME1) malate dehydrogenase 
mRNA, complete  cds 
  Contig\112 0 gb|AY839872.2| Vitis vinifera aquaporin (TIP1;1) mRNA, complete cds 
  0645-94-(6-6-
06)_E06 
3.00E
-49 
emb|AM432629.2| Vitis vinifera contig VV78X000634.80, whole genome 
shotgun sequence 
  0013-
94_011(5-31-
06) 
3.00E
-58 
emb|AM484093.2| Vitis vinifera contig VV78X003218.11, whole genome 
shotgun sequence 
  0838-94-(6-5-
06)_F05 
1.00E
-137 
emb|AM448978.2| Vitis vinifera contig VV78X005403.16, whole genome 
shotgun sequence 
  0713-94-(6-7-
06)_E02 
0 emb|AM484571.2| Vitis vinifera contig VV78X010579.6, whole genome 
shotgun sequence 
  0804-94-(6-5-
06)_D01 
1.00E
-85 
emb|AM467308.2| Vitis vinifera contig VV78X011524.4, whole genome 
shotgun sequence 
  0379-94-(6-
12-06)_F09 
6.00E
-46 
emb|AM467727.2| Vitis vinifera contig VV78X011652.21, whole genome 
shotgun sequence 
  1134-94-(6-9-
06)_B11 
2.00E
-83 
emb|AM437239.1| Vitis vinifera contig VV78X018020.2, whole genome 
shotgun sequence 
  0543-94-(6-8-
06)_C06 
5.00E
-09 
emb|AM440497.2| Vitis vinifera contig VV78X018685.4, whole genome 
shotgun sequence 
  0054-94-
E04(4-28-06) 
5.00E
-88 
emb|AM482958.2| Vitis vinifera contig VV78X019958.11, whole genome 
shotgun sequence 
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  0686-94-(6-6-
06)_F11 
2.00E
-134 
emb|AM466389.2| Vitis vinifera contig VV78X020180.8, whole genome 
shotgun sequence 
  Contig\37 2.00E
-97 
emb|AM458094.1| Vitis vinifera contig VV78X024267.14, whole genome 
shotgun sequence 
  0127-94(5-
31-06)_007 
5.00E
-63 
emb|AM437734.2| Vitis vinifera contig VV78X024535.5, whole genome 
shotgun sequence 
  0214-94(5-
31-06)_010 
3.00E
-84 
emb|AM447494.2| Vitis vinifera contig VV78X024983.11, whole genome 
shotgun sequence 
  0172-94-
E03(5-10-06) 
0 emb|AM466191.1| Vitis vinifera contig VV78X027829.4, whole genome 
shotgun sequence 
  0136-94(5-
31-06)_011 
9.00E
-66 
emb|AM446570.2| Vitis vinifera contig VV78X034573.14, whole genome 
shotgun sequence 
  0388-94-(6-
12-06)_E10 
7.00E
-96 
emb|AM479658.1| Vitis vinifera contig VV78X035251.1, whole genome 
shotgun sequence 
  1120-94-(6-9-
06)_D09 
3.00E
-43 
emb|AM441534.1| Vitis vinifera contig VV78X035471.3, whole genome 
shotgun sequence 
  0362-94-(6-
12-06)_G07 
6.00E
-116 
emb|AM440961.2| Vitis vinifera contig VV78X037392.6, whole genome 
shotgun sequence 
  Contig\132 4.00E
-169 
emb|AM486046.1| Vitis vinifera contig VV78X042566.6, whole genome 
shotgun sequence 
  0315-94-(6-9-
06)_D01 
2.00E
-98 
emb|AM426422.2| Vitis vinifera contig VV78X044419.14, whole genome 
shotgun sequence 
  Contig\177 4.00E
-23 
emb|AM470132.1| Vitis vinifera contig VV78X044452.23, whole genome 
shotgun sequence 
  0695-94-(6-6-
06)_G12 
2.00E
-33 
emb|AM468846.1| Vitis vinifera contig VV78X046391.5, whole genome 
shotgun sequence 
  0149-94-
E05(5-9-06) 
6.00E
-55 
emb|AM476574.1| Vitis vinifera contig VV78X048877.7, whole genome 
shotgun sequence 
  0141-94-
E04(5-9-06) 
7.00E
-105 
emb|AM430425.2| Vitis vinifera contig VV78X049119.5, whole genome 
shotgun sequence 
  0904-94-(6-
14-06)_G10 
4.00E
-10 
emb|AM423655.1| Vitis vinifera contig VV78X050837.6, whole genome 
shotgun sequence 
  0789-94-(6-7-
06)_E11 
2.00E
-127 
emb|AM442180.2| Vitis vinifera contig VV78X054778.6, whole genome 
shotgun sequence 
  0756-94-(6-7-
06)_H07 
3.00E
-49 
emb|AM462727.2| Vitis vinifera contig VV78X055060.11, whole genome 
shotgun sequence 
  Contig\110 5.00E
-09 
emb|AM474715.1| Vitis vinifera contig VV78X055193.7, whole genome 
shotgun sequence 
  0594-94-(6-8-
06)_A11 
4.00E
-17 
emb|AM427820.2| Vitis vinifera contig VV78X055578.7, whole genome 
shotgun sequence 
  0016-
94_002(5-31-
06) 
6.00E
-62 
emb|AM465666.2| Vitis vinifera contig VV78X057834.10, whole genome 
shotgun sequence 
  0846-94-(6-5-
06)_F06 
1.00E
-149 
emb|AM443511.2| Vitis vinifera contig VV78X059386.8, whole genome 
shotgun sequence 
  0625-94-(6-6-
06)_A04 
1.00E
-123 
emb|AM463368.2| Vitis vinifera contig VV78X059861.10, whole genome 
shotgun sequence 
  0295-94(5-
31-06)_003 
5.00E
-88 
emb|AM451060.2| Vitis vinifera contig VV78X060552.11, whole genome 
shotgun sequence 
  0826-94-(6-5-
06)_B04 
3.00E
-68 
emb|AM460476.2| Vitis vinifera contig VV78X063991.7, whole genome 
shotgun sequence 
  0252-94(5-
31-06)_013 
5.00E
-139 
emb|AM428631.2| Vitis vinifera contig VV78X064996.4, whole genome 
shotgun sequence 
  0503-94-(6-8-
06)_C01 
3.00E
-06 
emb|AM470530.2| Vitis vinifera contig VV78X066539.5, whole genome 
shotgun sequence 
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  0546-94-(6-8-
06)_F06 
8.00E
-171 
emb|AM445156.2| Vitis vinifera contig VV78X067066.11, whole genome 
shotgun sequence 
  0537-94-(6-8-
06)_E05 
0 emb|AM445156.2| Vitis vinifera contig VV78X067066.11, whole genome 
shotgun sequence 
  0795-94-(6-7-
06)_C12 
4.00E
-67 
emb|AM486698.2| Vitis vinifera contig VV78X068997.3, whole genome 
shotgun sequence 
  0822-94-(6-5-
06)_F03 
2.00E
-46 
emb|AM451408.2| Vitis vinifera contig VV78X073445.2, whole genome 
shotgun sequence 
  0596-94-(6-8-
06)_C11 
0 emb|AM443064.1| Vitis vinifera contig VV78X073525.10, whole genome 
shotgun sequence 
  0328-94-(6-9-
06)_G02 
8.00E
-41 
emb|AM470860.1| Vitis vinifera contig VV78X074716.3, whole genome 
shotgun sequence 
  0316-94-(6-9-
06)_E01 
2.00E
-93 
emb|AM448784.2| Vitis vinifera contig VV78X077229.13, whole genome 
shotgun sequence 
  Contig\204 6.00E
-53 
emb|AM424498.1| Vitis vinifera contig VV78X081526.43, whole genome 
shotgun sequence 
  0511-94-(6-8-
06)_C02 
2.00E
-71 
emb|AM425004.2| Vitis vinifera contig VV78X083605.8, whole genome 
shotgun sequence 
  0668-94-(6-6-
06)_D09 
2.00E
-77 
emb|AM443416.1| Vitis vinifera contig VV78X083609.33, whole genome 
shotgun sequence 
  0545-94-(6-8-
06)_E06 
1.00E
-47 
emb|AM425275.2| Vitis vinifera contig VV78X087688.7, whole genome 
shotgun sequence 
  0836-94-(6-5-
06)_D05 
4.00E
-48 
emb|AM469471.2| Vitis vinifera contig VV78X090243.7, whole genome 
shotgun sequence 
  0063-94-
F05(4-28-06) 
6.00E
-68 
emb|AM459605.2| Vitis vinifera contig VV78X091834.13, whole genome 
shotgun sequence 
  0514-94-(6-8-
06)_F02 
3.00E
-145 
emb|AM476887.2| Vitis vinifera contig VV78X092610.11, whole genome 
shotgun sequence 
  0870-94-(6-5-
06)_F09 
2.00E
-115 
emb|AM458473.1| Vitis vinifera contig VV78X094999.4, whole genome 
shotgun sequence 
  1082-94-(6-2-
06)_H10 
1.00E
-142 
emb|AM436998.1| Vitis vinifera contig VV78X098497.33, whole genome 
shotgun sequence 
  0896-94-(6-5-
06)_H12 
4.00E
-169 
emb|AM460819.2| Vitis vinifera contig VV78X099670.6, whole genome 
shotgun sequence 
  0614-94-(6-6-
06)_F02 
0 emb|AM476761.1| Vitis vinifera contig VV78X102785.4, whole genome 
shotgun sequence 
  0667-94-(6-6-
06)_C09 
2.00E
-70 
emb|AM471679.2| Vitis vinifera contig VV78X104105.11, whole genome 
shotgun sequence 
  0163-94-
C07(5-5-06) 
3.00E
-166 
emb|AM456450.2| Vitis vinifera contig VV78X104795.20, whole genome 
shotgun sequence 
  0526-94-(6-8-
06)_B04 
6.00E
-78 
emb|AM465028.1| Vitis vinifera contig VV78X105028.7, whole genome 
shotgun sequence 
  0524-94-(6-8-
06)_H03 
1.00E
-55 
emb|AM459051.1| Vitis vinifera contig VV78X105510.28, whole genome 
shotgun sequence 
  0887-94-(6-5-
06)_G11 
7.00E
-90 
emb|AM465307.2| Vitis vinifera contig VV78X110587.5, whole genome 
shotgun sequence 
  0790-94-(6-7-
06)_F11 
3.00E
-81 
emb|AM446906.2| Vitis vinifera contig VV78X112185.9, whole genome 
shotgun sequence 
  Contig\50 4.00E
-17 
emb|AM426844.1| Vitis vinifera contig VV78X115678.10, whole genome 
shotgun sequence 
  0352-94-(6-
27-06)_H04 
2.00E
-65 
emb|AM440904.2| Vitis vinifera contig VV78X119347.1, whole genome 
shotgun sequence 
  1063-94-(6-2-
06)_E08 
9.00E
-101 
emb|AM436746.1| Vitis vinifera contig VV78X120047.5, whole genome 
shotgun sequence 
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  0244-94-
E12(5-10-06) 
7.00E
-42 
emb|AM427983.2| Vitis vinifera contig VV78X123551.5, whole genome 
shotgun sequence 
  0753-94-(6-7-
06)_E07 
7.00E
-159 
emb|AM435130.2| Vitis vinifera contig VV78X123562.7, whole genome 
shotgun sequence 
  0693-94-(6-6-
06)_E12 
4.00E
-54 
emb|AM440507.2| Vitis vinifera contig VV78X124639.7, whole genome 
shotgun sequence 
  0580-94-(6-8-
06)_D09 
1.00E
-98 
emb|AM428739.2| Vitis vinifera contig VV78X124967.7, whole genome 
shotgun sequence 
  0653-94-(6-6-
06)_E07 
1.00E
-98 
emb|AM441566.2| Vitis vinifera contig VV78X129319.10, whole genome 
shotgun sequence 
  0385-94-(6-
12-06)_B10 
0 emb|AM423527.2| Vitis vinifera contig VV78X129999.11, whole genome 
shotgun sequence 
  0885-94-(6-5-
06)_E11 
5.00E
-28 
emb|AM424169.2| Vitis vinifera contig VV78X130502.3, whole genome 
shotgun sequence 
  1128-94-(6-9-
06Truncated)_
D10 
2.00E
-76 
emb|AM463089.1| Vitis vinifera contig VV78X133512.3, whole genome 
shotgun sequence 
  0735-94-(6-7-
06)_C05 
2.00E
-109 
emb|AM454394.2| Vitis vinifera contig VV78X133763.7, whole genome 
shotgun sequence 
  0175-94-
H03(5-10-06) 
9.00E
-34 
emb|AM459902.1| Vitis vinifera contig VV78X135233.9, whole genome 
shotgun sequence 
  0567-94-(6-8-
06)_B08 
2.00E
-121 
emb|AM451466.2| Vitis vinifera contig VV78X135650.3, whole genome 
shotgun sequence 
  0219-94-
D09(5-10-06) 
8.00E
-60 
emb|AM467027.2| Vitis vinifera contig VV78X136834.9, whole genome 
shotgun sequence 
  0254-94-(6-
16-06)_B10 
2.00E
-49 
emb|AM453065.2| Vitis vinifera contig VV78X136997.8, whole genome 
shotgun sequence 
  0655-94-(6-6-
06)_G07 
1.00E
-85 
emb|AM481573.2| Vitis vinifera contig VV78X141279.3, whole genome 
shotgun sequence 
  1102-94-(6-9-
06)_B07 
5.00E
-136 
emb|AM458581.1| Vitis vinifera contig VV78X141303.10, whole genome 
shotgun sequence 
  0046-94-
E03(4-28-06) 
5.00E
-31 
emb|AM485344.2| Vitis vinifera contig VV78X146798.9, whole genome 
shotgun sequence 
  0788-94-(6-7-
06)_D11 
2.00E
-115 
emb|AM475102.2| Vitis vinifera contig VV78X148227.11, whole genome 
shotgun sequence 
  0229-94-
F10(5-10-06) 
6.00E
-43 
emb|AM438403.1| Vitis vinifera contig VV78X148954.8, whole genome 
shotgun sequence 
  0522-94-(6-8-
06)_F03 
4.00E
-99 
emb|AM454880.2| Vitis vinifera contig VV78X149779.3, whole genome 
shotgun sequence 
  1083-94-(6-2-
06)_A11 
5.00E
-47 
emb|AM426394.1| Vitis vinifera contig VV78X150841.10, whole genome 
shotgun sequence 
  0581-94-(6-8-
06)_E09 
2.00E
-167 
emb|AM467891.2| Vitis vinifera contig VV78X155293.3, whole genome 
shotgun sequence 
  0377-94-(6-
12-06)_D09 
4.00E
-175 
emb|AM467891.2| Vitis vinifera contig VV78X155293.3, whole genome 
shotgun sequence 
  0131-94-
C03(5-9-06) 
5.00E
-94 
emb|AM430014.2| Vitis vinifera contig VV78X155605.7, whole genome 
shotgun sequence 
  0796-94-(6-7-
06)_D12 
2.00E
-89 
emb|AM454175.1| Vitis vinifera contig VV78X156050.2, whole genome 
shotgun sequence 
  0045-94-
D03(4-28-06) 
8.00E
-22 
emb|AM485844.1| Vitis vinifera contig VV78X158554.4, whole genome 
shotgun sequence 
  0433-94-(6-
27-06)_D06 
1.00E
-22 
emb|AM476024.2| Vitis vinifera contig VV78X159831.9, whole genome 
shotgun sequence 
  0720-94-(6-7-
06)_D03 
2.00E
-21 
emb|AM478428.2| Vitis vinifera contig VV78X160122.36, whole genome 
shotgun sequence 
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  0609-94-(6-6-
06)_A02 
0 emb|AM466336.2| Vitis vinifera contig VV78X161177.4, whole genome 
shotgun sequence 
  0129-94-
A03(5-9-06) 
3.00E
-78 
emb|AM462739.2| Vitis vinifera contig VV78X161821.7, whole genome 
shotgun sequence 
  0121-94-
H12(4-28-06) 
4.00E
-127 
emb|AM447198.2| Vitis vinifera contig VV78X163338.7, whole genome 
shotgun sequence 
  0262-94(5-
31-06)_001 
2.00E
-29 
emb|AM445448.2| Vitis vinifera contig VV78X163861.25, whole genome 
shotgun sequence 
  0803-94-(6-5-
06)_C01 
4.00E
-35 
emb|AM457140.2| Vitis vinifera contig VV78X164259.5, whole genome 
shotgun sequence 
  0296-94(5-
31-06)_005 
2.00E
-106 
emb|AM446364.2| Vitis vinifera contig VV78X167880.8, whole genome 
shotgun sequence 
  0746-94-(6-7-
06)_F06 
3.00E
-56 
emb|AM477118.1| Vitis vinifera contig VV78X175812.10, whole genome 
shotgun sequence 
  0358-94-(6-
12-06)_C07 
4.00E
-149 
emb|AM428538.2| Vitis vinifera contig VV78X176556.9, whole genome 
shotgun sequence 
  
0071_B05(Rev
4-21-06) 
6.00E
-43 
emb|AM436525.2| Vitis vinifera contig VV78X179149.4, whole genome 
shotgun sequence 
  0831-94-(6-5-
06)_G04 
8.00E
-70 
emb|AM443236.2| Vitis vinifera contig VV78X183120.5, whole genome 
shotgun sequence 
  0140-94-
D04(5-9-06) 
6.00E
-49 
emb|AM470478.2| Vitis vinifera contig VV78X183888.10, whole genome 
shotgun sequence 
  0737-94-(6-7-
06)_E05 
3.00E
-44 
emb|AM488642.2| Vitis vinifera contig VV78X187737.9, whole genome 
shotgun sequence 
  0688-94-(6-6-
06)_H11 
1.00E
-105 
emb|AM487076.1| Vitis vinifera contig VV78X188132.3, whole genome 
shotgun sequence 
  Contig\24 2.00E
-116 
emb|AM451805.1| Vitis vinifera contig VV78X191383.8, whole genome 
shotgun sequence 
  0280-94(5-
31-06)_005 
4.00E
-32 
emb|AM425853.2| Vitis vinifera contig VV78X191886.14, whole genome 
shotgun sequence 
  0095-93-
B02(4-21-06) 
3.00E
-122 
emb|AM488253.2| Vitis vinifera contig VV78X192978.4, whole genome 
shotgun sequence 
  0636-94-(6-6-
06)_D05 
2.00E
-33 
emb|AM467064.2| Vitis vinifera contig VV78X193621.4, whole genome 
shotgun sequence 
  0147-94-
C05(5-9-06) 
1.00E
-134 
emb|AM451838.2| Vitis vinifera contig VV78X195455.4, whole genome 
shotgun sequence 
  0856-94-(6-5-
06)_H07 
3.00E
-100 
emb|AM479197.1| Vitis vinifera contig VV78X202850.5, whole genome 
shotgun sequence 
  0072-94-
F01(5-9-06) 
0 emb|AM459753.2| Vitis vinifera contig VV78X203315.8, whole genome 
shotgun sequence 
  Contig\80 1.00E
-23 
emb|AM468138.1| Vitis vinifera contig VV78X205727.5, whole genome 
shotgun sequence 
  0438-94-(6-
16-06)_F02 
2.00E
-102 
emb|AM487966.2| Vitis vinifera contig VV78X206601.18, whole genome 
shotgun sequence 
  0134-94-
F03(5-9-06) 
3.00E
-84 
emb|AM464998.2| Vitis vinifera contig VV78X209295.9, whole genome 
shotgun sequence 
  1072-94-(6-2-
06)_F09 
0 emb|AM425413.1| Vitis vinifera contig VV78X215139.6, whole genome 
shotgun sequence 
  0019-
94_008(5-31-
06) 
2.00E
-24 
emb|AM461381.2| Vitis vinifera contig VV78X216117.38, whole genome 
shotgun sequence 
  0649-94-(6-6-
06)_A07 
2.00E
-178 
emb|AM432430.2| Vitis vinifera contig VV78X216460.7, whole genome 
shotgun sequence 
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  1076-94-(6-2-
06)_B10 
1.00E
-28 
emb|AM473670.1| Vitis vinifera contig VV78X216657.3, whole genome 
shotgun sequence 
  0702-94-(6-7-
06)_B01 
2.00E
-103 
emb|AM446335.2| Vitis vinifera contig VV78X216922.15, whole genome 
shotgun sequence 
  0120-94-
A02(5-9-06) 
3.00E
-52 
emb|AM486571.2| Vitis vinifera contig VV78X217783.9, whole genome 
shotgun sequence 
  1003-94-(6-2-
06)_C01 
6.00E
-97 
emb|AM441201.1| Vitis vinifera contig VV78X218938.3, whole genome 
shotgun sequence 
  0220-
94E09(5-10-
06) 
7.00E
-42 
emb|AM428720.2| Vitis vinifera contig VV78X223874.4, whole genome 
shotgun sequence 
  0528-94-(6-8-
06)_D04 
0 emb|AM479280.2| Vitis vinifera contig VV78X229922.9, whole genome 
shotgun sequence 
  0356-94-(6-
12-06)_A07 
0 emb|AM479280.2| Vitis vinifera contig VV78X229922.9, whole genome 
shotgun sequence 
  0859-94-(6-5-
06)_C08 
1.00E
-118 
emb|AM452448.2| Vitis vinifera contig VV78X230125.6, whole genome 
shotgun sequence 
  0426-94-(6-
16-06)_B01 
5.00E
-41 
emb|AM452222.2| Vitis vinifera contig VV78X230407.7, whole genome 
shotgun sequence 
  1194-94-(6-
15-06)_F07 
0 emb|AM475919.1| Vitis vinifera contig VV78X233722.8, whole genome 
shotgun sequence 
  0894-94-(6-5-
06)_F12 
8.00E
-89 
emb|AM451964.2| Vitis vinifera contig VV78X237314.10, whole genome 
shotgun sequence 
  0829-94-(6-5-
06)_E04 
3.00E
-101 
emb|AM463121.1| Vitis vinifera contig VV78X245121.18, whole genome 
shotgun sequence 
  0021-
94_012(5-31-
06) 
2.00E
-24 
emb|AM453785.2| Vitis vinifera contig VV78X245887.19, whole genome 
shotgun sequence 
  0774-94-(6-7-
06)_H09 
0 emb|AM489278.2| Vitis vinifera contig VV78X249588.41, whole genome 
shotgun sequence 
  1178-94-(6-
15-06)_E06 
3.00E
-158 
emb|AM488387.1| Vitis vinifera contig VV78X249904.9, whole genome 
shotgun sequence 
  0285-94(5-
31-06)_015 
2.00E
-61 
emb|AM426326.2| Vitis vinifera contig VV78X251338.3, whole genome 
shotgun sequence 
  0257-94(5-
31-06)_008 
5.00E
-126 
emb|AM481020.2| Vitis vinifera contig VV78X251561.7, whole genome 
shotgun sequence 
  0800-94-(6-7-
06)_G12 
4.00E
-42 
emb|AM466875.2| Vitis vinifera contig VV78X252678.5, whole genome 
shotgun sequence 
  0380-94-(6-
12-06)_G09 
2.00E
-45 
emb|AM450130.2| Vitis vinifera contig VV78X253621.4, whole genome 
shotgun sequence 
  0075-94-
B07(4-28-06) 
8.00E
-79 
emb|AM459438.2| Vitis vinifera contig VV78X255329.11, whole genome 
shotgun sequence 
  0678-94-(6-6-
06)_F10 
1.00E
-156 
emb|AM453037.2| Vitis vinifera contig VV78X255915.8, whole genome 
shotgun sequence 
  0535-94-(6-8-
06)_C05 
5.00E
-117 
emb|AM458018.2| Vitis vinifera contig VV78X262152.2, whole genome 
shotgun sequence 
  0111-94-
F11(4-28-06) 
4.00E
-45 
emb|AM471702.1| Vitis vinifera contig VV78X263217.13, whole genome 
shotgun sequence 
  0230-94(5-
31-06)_014 
3.00E
-110 
emb|AM470409.1| Vitis vinifera contig VV78X265552.16, whole genome 
shotgun sequence 
  Contig\151 4.00E
-67 
emb|AM443902.1| Vitis vinifera contig VV78X271086.9, whole genome 
shotgun sequence 
  1017-94-(6-2-
06)_H02 
6.00E
-59 
emb|AM443902.1| Vitis vinifera contig VV78X271086.9, whole genome 
shotgun sequence 
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  0830-94-(6-5-
06)_F04 
7.00E
-77 
emb|AM456848.2| Vitis vinifera contig VV78X271989.8, whole genome 
shotgun sequence 
  0635-94-(6-6-
06)_C05 
2.00E
-59 
emb|AM463419.2| Vitis vinifera contig VV78X272673.7, whole genome 
shotgun sequence 
  0588-94-(6-8-
06)_C10 
3.00E
-18 
emb|AM449982.2| Vitis vinifera contig VV78X275557.3, whole genome 
shotgun sequence 
  0721-94-(6-7-
06)_E03 
1.00E
-42 
emb|AM456273.1| Vitis vinifera contig VV79X000559.3, whole genome 
shotgun sequence 
  Contig\97 0 gb|AY849388.1| Vitis vinifera cultivar Riesling cyc07 mRNA, partial cds 
  0540-94-(6-8-
06)_H05 
3.00E
-126 
gb|DQ843600.1| Vitis vinifera galacturonic acid reductase mRNA, complete cds 
  0810-94-(6-5-
06)_B02 
0 gb|EU016366.1| Vitis vinifera GEM-like 1 mRNA, complete cds 
  0740-94-(6-7-
06)_H05 
2.00E
-95 
gb|DQ673106.1| Vitis vinifera germin-like protein 2 mRNA, complete cds 
  Contig\14 0 gb|AY826350.1| Vitis vinifera homogentisate geranylgeranyl transferase 
(HGGT)  mRNA, complete cds 
  0270-94(5-
31-06)_002 
1.00E
-38 
emb|AJ237987.1|VVI237987 Vitis vinifera mRNA for putative ripening-related 
protein (grip68  gene) 
  0603-94-(6-6-
06)_C01 
1.00E
-180 
dbj|AB001375.1| Vitis vinifera mRNA for soluble NSF attachment protein 
homologue,  complete cds 
  Contig\84 2.00E
-84 
emb|AM441575.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X044576.17,  clone ENTAV 115 
  Contig\62 3.00E
-107 
emb|AM467202.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X053926.11,  clone ENTAV 115 
  Contig\58 7.00E
-134 
emb|AM440204.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X034340.4,  clone ENTAV 115 
  Contig\53 4.00E
-36 
emb|AM462469.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X137813.10,  clone ENTAV 115 
  Contig\43 5.00E
-98 
emb|AM454265.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X025044.6,  clone ENTAV 115 
  Contig\38 0 emb|AM472270.1| Vitis vinifera, whole g nome shotgun sequence, contig 
VV78X008189.5,  clone ENTAV 115 
  Contig\33 5.00E
-35 
emb|AM439204.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X204419.5,  clone ENTAV 115 
  Contig\28 4.00E
-80 
emb|AM438267.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X076653.8,  clone ENTAV 115 
  Contig\2 5.00E
-111 
emb|AM471131.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X100743.10,  clone ENTAV 115 
  Contig\187 1.00E
-112 
emb|AM436189.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X023655.4,  clone ENTAV 115 
  Contig\179 2.00E
-70 
emb|AM434350.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X178339.3,  clone ENTAV 115 
  Contig\141 1.00E
-74 
emb|AM486383.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X003670.12,  clone ENTAV 115 
  Contig\140 0 emb|AM486694.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X086249.3,  clone ENTAV 115 
  Contig\119 3.00E
-24 
emb|AM486598.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X039063.5,  clone ENTAV 115 
  Contig\118 0 emb|AM481936.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X234341.8,  clone ENTAV 115 
  Contig\113 2.00E
-32 
emb|AM485598.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X145389.17,  clone ENTAV 115 
  Contig\108 9.00E emb|AM459219.1| Vitis vinifera, whole genome shotgun sequence, contig 
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-171 VV78X157061.3,  clone ENTAV 115 
  Contig\1 1.00E
-62 
emb|AM472126.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X142339.3,  clone ENTAV 115 
  1167-94-(6-
15-06)_F05 
2.00E
-14 
emb|AM473925.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X242545.11,  clone ENTAV 115 
  1138-94-(6-9-
06)_F11 
0 emb|AM455759.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X260371.5,  clone ENTAV 115 
  1094-94-(6-2-
06)_D12 
2.00E
-45 
emb|AM431485.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X232794.5,  clone ENTAV 115 
  1092-94-(6-2-
06)_B12 
2.00E
-32 
emb|AM437104.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X270786.13,  clone ENTAV 115 
  1075-94-(6-2-
06)_A10 
1.00E
-30 
emb|AM464667.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X179256.5,  clone ENTAV 115 
  1067-94-(6-2-
06)_A09 
1.00E
-87 
emb|AM458760.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X269648.9,  clone ENTAV 115 
  1061-94-(6-2-
06)_C08 
6.00E
-40 
emb|AM466264.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X243603.3,  clone ENTAV 115 
  1041-94-(6-2-
06)_H05 
8.00E
-57 
emb|AM459477.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X049524.43,  clone ENTAV 115 
  1026-94-(6-2-
06)_A04 
6.00E
-97 
emb|AM486579.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X266421.7,  clone ENTAV 115 
  1021-94-(6-2-
06)_D03 
6.00E
-173 
emb|AM480357.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X015768.4,  clone ENTAV 115 
  1014-94-(6-2-
06)_E02 
4.00E
-35 
emb|AM486193.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X160992.3,  clone ENTAV 115 
  1010-94-(6-2-
06)_B02 
0 emb|AM432127.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X012423.11,  clone ENTAV 115 
  1007-94-(6-2-
06)_G01 
1.00E
-137 
emb|AM487366.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X151885.15,  clone ENTAV 115 
  1006-94-(6-2-
06)_F01 
1.00E
-80 
emb|AM448628.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X106645.3,  clone ENTAV 115 
  0945-94-(6-
15-06)_H03 
1.00E
-61 
emb|AM477926.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X077994.18,  clone ENTAV 115 
  0936-94-(6-
16-06)_D12 
7.00E
-58 
emb|AM450097.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV79X002210.3,  clone ENTAV 115 
  0931-94-(6-
16-06)_G11 
3.00E
-37 
emb|AM464603.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X204536.4,  clone ENTAV 115 
  0892-94-(6-5-
06)_D12 
6.00E
-46 
emb|AM445420.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X111264.5,  clone ENTAV 115 
  0883-94-(6-5-
06)_C11 
6.00E
-65 
emb|AM437120.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X031623.28,  clone ENTAV 115 
  0881-94-(6-5-
06)_A11 
2.00E
-65 
emb|AM454427.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X215478.32,  clone ENTAV 115 
  0854-94-(6-5-
06)_F07 
3.00E
-176 
emb|AM454398.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X038686.5,  clone ENTAV 115 
  0841-94-(6-5-
06)_A06 
5.00E
-41 
emb|AM457144.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X154954.16,  clone ENTAV 115 
  0834-94-(6-
15-
06bad)_H10 
5.00E
-79 
emb|AM438763.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X110917.28,  clone ENTAV 115 
  0821-94-(6-5-
06)_E03 
3.00E
-125 
emb|AM453537.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X199310.5,  clone ENTAV 115 
  0813-94-(6-5-
06)_E02 
0 emb|AM473297.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X024334.9,  clone ENTAV 115 
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  0808-94-(6-5-
06)_H01 
5.00E
-180 
emb|AM453481.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X069400.5,  clone ENTAV 115 
  0802-94-(6-5-
06)_B01 
1.00E
-54 
emb|AM465073.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X218558.56,  clone ENTAV 115 
  0782-94-(6-7-
06)_G10 
3.00E
-157 
emb|AM437104.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X270786.13,  clone ENTAV 115 
  0728-94-(6-7-
06)_D04 
5.00E
-34 
emb|AM456979.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X064852.7,  clone ENTAV 115 
  0716-94-(6-
14-06)_H04 
3.00E
-170 
emb|AM463258.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X156046.15,  clone ENTAV 115 
  0707-94-(6-7-
06)_G01 
5.00E
-110 
emb|AM483437.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X127436.12,  clone ENTAV 115 
  0676-94-(6-6-
06)_D10 
2.00E
-33 
emb|AM488688.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X230051.13,  clone ENTAV 115 
  0664-94-(6-6-
06)_H08 
2.00E
-70 
emb|AM461269.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X200864.8,  clone ENTAV 115 
  0639-94-(6-6-
06)_G05 
3.00E
-107 
emb|AM473297.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X024334.9,  clone ENTAV 115 
  0578-94-(6-8-
06)_C09 
2.00E
-97 
emb|AM463789.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X118074.3,  clone ENTAV 115 
  0572-94-(6-8-
06)_G08 
6.00E
-147 
emb|AM435225.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X240850.2,  clone ENTAV 115 
  0538-94-(6-8-
06)_F05 
0 emb|AM464367.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X086416.13,  clone ENTAV 115 
  0519-94-(6-8-
06)_C03 
6.00E
-103 
emb|AM440217.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X156061.11,  clone ENTAV 115 
  0372-94-(6-
12-06)_H08 
1.00E
-47 
emb|AM460409.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X135834.21,  clone ENTAV 115 
  0349-94-(6-9-
06)_F04 
8.00E
-114 
emb|AM451877.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X227014.6,  clone ENTAV 115 
  0326-94-(6-
14-06)_F02 
0 emb|AM448264.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X002540.12,  clone ENTAV 115 
  0275-94(5-
31-06)_012 
0 emb|AM470358.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X080993.6,  clone ENTAV 115 
  0269-94(5-
31-06)_015 
1.00E
-13 
emb|AM471515.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X220202.6,  clone ENTAV 115 
  0228-94-
E10(5-10-06) 
9.00E
-110 
emb|AM433542.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X095695.20,  clone ENTAV 115 
  0144-94(5-
31-06)_015 
5.00E
-120 
emb|AM456234.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X271524.3,  clone ENTAV 115 
  0118-94-
E12(4-28-06) 
1.00E
-70 
emb|AM458229.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X029806.3,  clone ENTAV 115 
  0085-94-
D08(4-28-06) 
1.00E
-31 
emb|AM449507.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X221633.8,  clone ENTAV 115 
  0047-93-
B08(4-21-06) 
4.00E
-57 
emb|AM480404.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X094129.12,  clone ENTAV 115 
  0024-94(5-
31-06)_001 
1.00E
-45 
emb|AM479304.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X064570.20,  clone ENTAV 115 
  0012-
94_009(5-31-
06) 
3.00E
-115 
emb|AM455467.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X047292.4,  clone ENTAV 115 
  0008-94-
G05(4-20-06) 
0 emb|AM469149.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X027578.8,  clone ENTAV 115 
  0006-93-
B05(4-20-06) 
1.00E
-134 
emb|AM456651.1| Vitis vinifera, whole genome shotgun sequence, contig 
VV78X249037.7,  clone ENTAV 115 
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  0400-94-(6-8-
06)_H12 
2.00E
-173 
gb|AY226583.1| X Citrofortunella mitis leucine-rich repeat protein mRNA, 
complete  cds 
  Contig\170 0 gb|EF036511.1| YAC construction vector pRML2, complete sequence 
  1135-94-(6-9-
06)_C11 
4.00E
-149 
gb|DQ245286.1| Zea mays clone 14308 mRNA sequence 
  0117-94-
D12(4-28-06) 
2.00E
-17 
gb|DQ245711.1| Zea mays clone 19741 mRNA sequence 
  Contig\180 7.00E
-77 
gb|BT017347.1| Zea mays clone EL01N0323E09.c mRNA sequence 
  0843-94-(6-5-
06)_C06 
3.00E
-56 
gb|BT017608.1| Zea mays clone EL01N0432F07.c mRNA sequence 
  1028-94-(6-2-
06)_C04 
0 gb|BT024115.1| Zea mays clone EL01N0513A07 mRNA sequence 
  1301-94-(6-
16-06)_C06 
8.00E
-57 
gb|AY105876.1| Zea mays PCO109868 mRNA sequence 
  0032-94-
G01(4-28-06) 
0 gb|AY104603.1| Zea mays PCO113315 mRNA sequence 
  0430-94-(6-
16-06)_F01 
2.00E
-128 
gb|AY106247.1| Zea mays PCO128311 mRNA sequence 
 
 
